FJ873368.1 gg_id:544213 Vertical and archaea methane-rich cold seep located base sediments Okhotsk Sea clo FI18733

DQ906885.1 gg id:241976 Oman subsurface soil clone 11B-13 DQY06
AJ347034.1 gg id:104678 sponge clone TK13 AJ347C
AF026987.1 gg_id:10763 hot spring clone OPB33 AF026¢
EU700154.1 gg_id:294756 Study on Shantou Bay Marine Sediments Microorganisms sediment clone STU12 EU700:
EF442978.1 gg _id:257733 Desulforhabdus sp. str. DDT EF442¢

EU542438.1 gg_id:262663 Effects chemical structure concentration on pathways microbial during dechlorinatio EU542:
DQ984662.1 gg_id:242560 Anaerobic degradation unsaturated or saturated long chain fatty acids (LCFA) preser DQ984

GQ487978.1 gg_id:542670 Microbial metal soil polluted heavy metals clone G19-236 Q487
X83274.1 gg_id:10759 Desulforhabdus amnigena str. ASRB1 X8327¢
AJ237605.1 gg_id:10754 Syntrophobacter sp str. TsuAl AJ237€
AM176868.1 gg_id:160457 Recovery mangrove sediment clone SZB17 AM17¢
GU180163.1 gg_id:578505 Impact coplanar PCBs on microbial activity anaerobic estuarine sediments sediment GU180
DQ303457.1 gg_id:151758 Desulfoglaeba alkanexedens str. ALDC DQ303

DQ676446.1 gg id:219894 Archaeal and plankton freshwater pond suboxic freshwater-pond sediment clone M DQ676
FN646458.1 gg_id:591519 candidate division OP3 cells limonene Limonene degrading methanogenic s clone LiN FN646:

GU208388.1 gg_id:587929 Study on Sediment Dongping Lake sediment clone Td2-21 GU208
AJ306776.1 gg_id:66924 DCP-dechlorinating consortium clone SHA-117 AJ3067
AM176858.1 gg_id:161119 Recovery mangrove sediment clone SZB9 AM17¢

GQ402743.1 gg_id:543482 Accessing microbial biodiversity and metabolic potential tropical -based approach p«GQ402
CU919420.1 gg_id:538867 Towards definition core microorganisms involved digestion mesophilic anaerobic dig CU919

AY297973.1 gg_id:89577 thermophilic anaerobic terephthalate-degrading sludge clone TTA_B25 AY297"
CT573926.1 gg_id:153737 Evry municipal wastewater treatment plant clone 012B11 B SD_P15 CT573¢
AB091329.1 gg_id:60011 UASB granular sludge clone Ul AB091:
AF229787.1 gg_id:29387 terephthalate-degrading consortium clone TA14 AF229°
CT573826.1 gg_id:152222 Evry municipal wastewater treatment plant clone 013H09 B SD P15 CT573¢

EU542505.1 gg_id:275595 Effects chemical structure concentration on pathways microbial during dechlorinatio EU542!
EU399669.1 gg_id:262088 and localization microbial consortium full-scale granular activated carbon anaerobic 1 EU399(
EU399678.1 gg_id:275018 and localization microbial consortium full-scale granular activated carbon anaerobic 1 EU399(

AJ009465.1 gg_id:10718 TCB-transforming consortium clone SIA-51 AJ0094
EF198029.1 gg_id:180225 Microbial structures and thermophilic methanogenic consortia anaerobic mesophilic EF198(C
AF523969.1 gg_id:63254 forested wetland clone FW121 AF523¢

EU399661.1 gg_id:263368 and localization microbial consortium full-scale granular activated carbon anaerobic 1 EU399(
EU399675.1 gg_id:265878 and localization microbial consortium full-scale granular activated carbon anaerobic 1 EU399(
GQ844327.1 gg_id:569150 Microbial full-scale produced water treatment plant biofilm anoxic tank clone BB-B2 GQ844

CT573958.1 gg_id:151218 Evry municipal wastewater treatment plant clone 009F06_B SD P15 CT573¢
CT574144.1 gg_id:156077 Evry municipal wastewater treatment plant clone 060H12 B SD P93 CT574:
CT574201.1 gg_id:151230 Evry municipal wastewater treatment plant clone 060B01_B SD_P93 CT574:
GU208245.1 gg_id:541892 Study on Sediment Dongping Lake sediment clone 6B1-7 GU208
CT574119.1 gg_id:152546 Evry municipal wastewater treatment plant clone 061D06_B SD P93 CT574:
AY862530.1 gg_id:109749 rice slurry clone TPD-48 AY862!
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5779.9 39525 3829.2 4940.1 3927.4 33625 7561.0 3891.8 3363.7 2145.7 42520
4697.5 854.7 8404 9987 854.7 7518 10434 6728 10373 9303 8132
507.2 1557.6 1291.3 15329 1466.8 1251.3 1908.6 17644 9396 197.1 12619
1855.3 3052.9 3231.7 4014.5 24422 2675.1 5640.8 3290.1 2471.7 26252 30614
1779.3 5452.4 64328 5708.2 63209 4977.7 62544 59757 47336 26653 529459
6180.1 5702.8 6027.0 6462.7 6480.9 61255 6981.6 6027.9 65482 4760.6 7383.8
98.7 1509 2011 99.8 94.1 195.0 3448 216.7 168.0 34.2 1298
8275.4 5038.1 5690.3 6574.2 5597.5 5251.1 6632.1 5430.0 50388 21125 6579.3
2259.2 16457 16915 20%6.6 1313.3 1446.8 17025 2058.1 11634 757.8 1271.2
36.7 6253 737.0 11826 230.6 313.8 3876.4 1347 27.8 16.6 30.5
8484.1 5658.7 6048.7 6662.6 6030.3 5553.3 60625 54440 7263.2 5465.1 8027.2
730.2 67045 7665.5 72483 6293.1 6854.3 7993.2 6546.1 7918.2 52159 6388.9
789.6 12221 1090. 1113.1 12143 1057.3 15758 15084 8559 580.6 11850
10921.7 5495.8 4554.8 55744 6967.5 51399 56193 41125 53994 4856.4 9077.8
500.7 12476 750.9 479.2 9199 656.5 10945 9174 4453 2298 7394
39.2 7113 3109 4494 33.0 474 3925 3153 1241 174 117.6
740.8 11439 870.0 9393 7696 699.6 8186 811.2 6165 363.8 12259
13444 1372.8 17685.9 1662.7 4859 1022.1 2662.2 13575 8947 1031.0 1703.7
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GQ347002.1 gg_id:534292 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ347
DQ513073.1 gg_id:160937 Microbial life fluids ridge flank crustal fluid clone FS266-12B-03 DQ513
DQ396250.1 gg id:151404 deep-sea octacoral clone ctg NISA104 DQ396
GQ348270.1 gg_id:546068 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
GQ348264.1 gg_id:590521 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
GQ349049.1 gg_id:566231 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ349
GQ348844.1 gg_id:541085 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
GQ348190.1 gg_id:583411 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
GQ351086.1 gg_id:590469 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ351
GQ337095.1 gg_id:560221 Hydrography shapes biogeography deep Arctic Ocean water depth 1000m clone BB(GQ337
GQ350665.1 gg_id:593832 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ350
GQ347064.1 gg_id:589130 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ347
GQ348641.1 gg_id:571912 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
FJ545636.1 gg_id:559552 Diveristy Seawater and Sediment Northern North Yel Sea seawater clone W2-63 FJ5456
GQ337087.1 gg_id:572986 Hydrography shapes biogeography deep Arctic Ocean water depth 1191m clone NB. GQ337
DQ300620.1 gg_id:145501 microbial ocean's interior amplicon single fosmid library pool 130m depth HOT static DQ300
GU083677.1 gg_id:581115 Microorganism Xiarinur soda lake sediment clone x72 Guo0o83
FJ152921.1 gg id:317973 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX4CIFJ1529
AY048892.1 gg _id:23990 rhizosphere clone Q3-6C17 AY048:
DQ501327.1 gg id:198258 Seasonal dynamics free-living and particle- four lakes northeastern Germany freshw DQ501
EU050847.1 gg_id:237789 libraries sediment Kings Bay Svalbard Arctic clone ss1 B 03 45 EUOS50:
EU487900.1 gg_id:574097 lucinid bivalve- symbiotic system: significance geochemical habitat on symbiont and EU487!
EU491765.1 gg_id:261919 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3S EU491
EF573310.1 gg_id:233830 Coco's Island site 23 marine clone S23_1409 EF573:
FJ155019.1 gg_id:330963 seasonal fluctuation coastal Bohai Bay sequencing and RFLP ocean water clone BX  FJ1550
GQ348578.1 gg_id:576386 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348

AF371949.1 gg_id:23625 swine intestine clone p-4193-6Wa5 AF371¢
FJ484808.1 gg_id:509157 microbial autonomous rover world's deepest phreatic sinkhole wall biomat El Zacator F14848
EU220836.1 gg_id:274794 Spircbacillus cienkowskii EU220:
GQ337121.1 gg_id:577297 Hydrography shapes biogeography deep Arctic Ocean water depth 395m clone CB0! GQ337
CU466767.1 gg_id:336493 Evry wastewater treatment plant anoxic basin clone Cu466
GU061838.1 gg_id:578641 and function microbial mesoscale eddy perturbations South China Sea clone CEP-DC GUQ61
U70713.1 gg_id:4709 Cape Hatteras picoplankton clone OM27 u7071
FJ203134.1 gg_id:355193 and White Plague Disease-induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2031
EF574353.1 gg_id:234197 site S25 near Coco's Island marine clone 525 697 EF574:
EU101270.1 gg_id:257793 Sulfide/oxygen supply ratio predicts outcome competition among sulfur-oxidizing we EU101.
DQ330714.1 gg_id:159120 Guerrero Negro hypersaline microbial mat clone 01D1g147 DQ330
EU491257.1 gg_id:269593 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount Pisces Peak EU491:
DQ395799.1 gg id:155720 deep-sea octacoral clone ctg CGOF235 DQ395
EU925894.1 gg_id:346201 sediments sediment station DBS1 northern Bering Sea clone 115G73 EU925!

GQ263929.1 gg_id:513958 Structure Simulated Level Waste Site simulated level waste site clone WC2_181 GQ263
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13333.7 9675.3 8981.6 9793.7 11708.7 94524 12771.4 8587.0 11312.8 9299.1 11648.0
17262.7 7619.5 70429 7396.8 7935.0 6800.0 8200.1 6179.7 10707.9 8688.1 12508.3
21664.4 6897.8 5100.0 5395.2 6970.3 5854.2 7348.7 6080.2 6009.3 5744.2 48685.6
8711.0 6562.1 6027.3 5991.8 6996.4 6496.8 82885 58185 7209.3 70856 59584
17344.1 10958.0 9560.0 9984.9 12523.4 10309.6 13346.2 8831.1 13315.6 10125.9 122255
9965.7 9348.3 8217.4 9115.7 10351.7 9398.2 9931.6 88553 124575 8382.6 10562.8
11096.9 4088.7 4094.0 40715 47035 4396.3 6013.2 3583.0 5005.1 5533.0 4120.3
12586.1 7357.5 7740.3 7804.9 8804.1 8056.8 10160.4 7263.0 11148.7 8443.4 85901.6
3013.5 5529.2 5657.0 6146.9 8097.5 5636.9 7954.2 5341.8 6156.5 4366.5 58445
9101.3 7632.6 6454.5 6779.7 54575 67545 56482 7248.1 7016.1 5757.0 9351.0
60.0 219.7 3345 206.0 2174 2305 666.4 2320 76.4 56.7 216.8
19802.5 6788.1 6276.4 6201.8 7451.2 6562.9 7527.6 5593.9 95510.8 6680.8 8430.6
10336.5 4333.8 36029 56819 40423 4058.8 6367.6 49084 51656 6283.7 54828
11447 3242.1 29289 27399 5906.3 3930.8 3491.0 33524 3273.1 1939.3 29758
2888.7 3208.6 3053.5 2804.6 2894.6 2747.1 2947.9 2601.0 4014.7 3394.8 45159
49.1 5701 7322 7850 7003 4542 3420 6711 1875 1119 5431
4797.1 7049.3 73535 7930.0 8424.1 7523.3 9459.3 77439 6533.1 59064 77722
448.7 44719 58414 67915 6417.6 54541 8597.4 6244.7 2589.2 2861.1 5602.8
45.6 8217 6827 10153 9240 6021 6714 9620 864.7 1773 6134
50.3 2152.9 1550.6 2671.6 3068.6 1834.0 31484 19333 1065.1 1919.2 1086.5
8248.6 7456.7 7073.8 7659.0 8364.5 71623 8396.7 70335 6978.3 76215 68327
386.7 35243 3405.8 3920.2 3670.2 33174 4297.0 41959 2366.2 2099.2 2409.8
4997.3 8631.1 8012.4 73375 7319.7 75488 7712.0 71949 9403.5 92483 7526.0
37.5 32.2 45.6 46.9 59.7 34.9 50.6 27.9 27.5 26.3 26.8
186.0 1180.4 18835 18829 1979.2 17133 2121.8 21711 8656 8433 738.0
4247 1699.0 2197.1 2207.9 2011.8 19353 2856.8 2304.7 1718.5 7319 1654.0
116.9 2390.2 2738.0 2528.1 3450.0 24913 4501.6 27403 14751 636.2 185438
119.9 1436.5 1906.9 2558.0 1210.2 1333.1 22175 14226 7266 216.7 846.9
1074.1 3513.9 6055.7 7866.0 2921.7 3419.0 3155.1 4752.2 37247 1671.8 37359
91.3 55.7 42.5 77.3 52.0 48.7 59.5 45.1 47.5 40.1 50.6
320.6 5290.6 6002.1 64359.2 6016.9 55815 7793.8 6106.5 2490.9 2466.0 42816
2449 14385 2084.4 1856.2 1615.2 2026.6 1624.3 26152 2004.2 6659 11374
291.1 1506 2432 2171 2486 179.1 319.7 2685 61.8 54.0 116.9
721.4 3899.0 4875.6 4931.1 5641.1 3978.6 5981.4 45455 27715 2399.2 42083
205.4 1610.7 1541.1 1546.0 1771.7 18514 2193.3 19448 876.4 5457 1219.6
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EF125414.1 gg_id:190843 soil naked tidal flat sediment near mangrove clone MSB-1F12 EF125<
FJ902004.1 gg_id:573340 phreatic limestone sinkholes northeastern Mexico biomat sediment cenote La Palita (FJ9020
F1484648.1 gg_id:572347 microbial autonomous rover world’s deepest phreatic sinkhole wall biomat El Zacator F14846

GQ472419.1 gg_id:547121 Microbial Dongping Lake lake sediment clone 4F2-23 GQ472
AB238778.1 gg_id:147775 shal subsurface Sarobetsu Mire peat soil clone HSM-55-015 AB238’
AMO086107.1 gg_id:149503 Abundance and archaea mesotrophic Lake Kinneret lake profundal sediment clone ¢ AMOS8¢
AJ519663.1 gg_id:76094 uranium mill tailings soil sample clone GuBH2-AD/TzT-67 proteobacterium AJ519€

FJ716435.1 gg_id:509967 Uncultivated archaea sulfate-reducing biofilm Frasassi cave system anoxic lake water FJ7164
EF590018.2 gg_id:231749 changes structure sediments Songhua River contaminated nitrobenzene -DGGE cloni EF590(C
Fl484742.1 gg_id:534747 microbial autonomous rover world's deepest phreatic sinkhole wall biomat El Zacator F14847
AB300111.1 gg_id:219858 Wide ancient microbial DNAs Quaternary sediments holocene mud sediment clone k AB300:
EU589306.1 gg_id:265934 China Ningxia rice paddy field soil clone 2_E4 EL589:
FJ902299.1 gg_id:575054 phreatic limestone sinkholes northeastern Mexico biomat rock outcrop cenote La Pal FJ9022
FJ484802.1 gg_id:537592 microbial autonomous rover world's deepest phreatic sinkhole wall biomat El Zacator FJ4848
AB300078.1 gg_id:223240 Wide ancient microbial DNAs Quaternary sediments holocene mud sediment clone £ AB300
EFS99397.1 gg_id:255615 Vertical and Methanotrophs Estuarine Sediments Pearl River Estuary sediments 50cn EF9993
DQ811808.1 gg_id:165809 mangrove soil clone MSB-4C2 DQ811
DQ083114.1 gg _id:137474 Functional and responses microbial century-old field soil clone S34 DQO83
EU528195.1 gg_id:285313 Seasonal Dynamics Mudflat Mouth Major Kentucky Lake Reservoir Tributary sedime EU528:
AM934934.1 gg id:549065 Dynamics during identified and SSU libraries pilot-scale bioremediation process hyd AM93<
DQ067029.1 gg id:129752 Lake Washington sediment clone pLW-45 DQO67
FJ538146.1 gg_id:566857 metagenomics study rice treated milk vetch and no-tillage paddy field soil clone MBN FJ5381
EU335163.1 gg_id:239473 Changes microbial metabolic and along hydrogeochemically variable profile saturate EU335:
CU922370.1 gg_id:552630 Towards definition core microorganisms involved digestion mesophilic anaerobic dig CU922
GU180168.1 gg_id:590108 Impact coplanar PCBs on microbial activity anaerobic estuarine sediments sediment GU180
CU918113.1 gg _id:567976 Towards definition core microorganisms involved digestion mesophilic anaerobic dig CU918
CU921396.1 gg_id:561911 Towards definition core microorganisms involved digestion mesophilic anaerobic dig CU921

EU407211.1 gg_id:266671 household biogas digester clone GW-28 EU407.
CU921615.1 gg_id:549289 Towards definition core microorganisms involved digestion mesophilic anaerobic dig CU921
EF575193.1 gg id:234927 site $25 near Coco's Island marine clone S25_ 1537 EF5751
EF574365.1 gg_id:228280 site S25 near Coco's Island marine clone 525 709 EF574:
EF575257.1 gg_id:228296 site 525 near Coco's Island marine clone S25_1601 EF575:2
FJ155026.1 gg_id:330159 seasonal fluctuation coastal Bohai Bay sequencing and RFLP ocean water clone W FJ1550
EF573912.1 gg_id:228667 site S25 near Coco's Island marine clone 525 256 EF573¢
EU592442.1 gg id:537106 Seasonal changes Salton Sea hypersaline sediment clone SS566N EU592.
EU592440.1 gg_id:589629 Seasonal changes Saiton Sea hypersaline sediment clone SSS64N EL592.

EU488121.1 gg_id:560324 lucinid bivalve- symbiotic system: significance geochemical habitat on symbiont and EU488:
EU488297.1 gg_id:556385 lucinid bivalve- symbiotic system: significance geochemical habitat on symbiont and EU488:
DQ463694.2 gg id:165464 distinct Lake Tanganyika anoxic hypolimnion clone TK-SH10 DQ463
DQ394901.1 gg_id:156343 harbor sediment clone VHS-B1-26 DQ394
GQ261790.1 gg_id:544072 shifts taxa and response localized organic loading deep sea sediment whale falls clo1 GQ261
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unclassified
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unclassified
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56911
56992
57762
52983
53075
53490
53534
52419
52463
52817
51952
52120
52359
52343
52527
52531
56421
56677
57668
51884
52082
52767
51865
51873
52007
52543
52602
52862
51887
52529
56501
57692
52897
52908
56448
56650
51944
52141
51972
52133
51877
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DQ394969.1 gg_id:151807 harbor sediment clone VHS-B3-88 DQ394

AB100007.1 gg_id:79461 inactive deep-sea hydrothermal vent chimneys clone IndB3-24 AB100(
DQ811792.1 gg id:167519 mangrove soil clone MSB-3A9 D811
EF520534.1 gg_id:232980 structure lakes: what controls ? acid-impacted lake clone ADK-BTe02-06 EF520¢
EU861868.1 gg_id:343349 effects chronic fertilization on alpine tundra microbial implications carbon and nitrog EU861!
EU803844.1 gg_id:337066 It's all ranking aquatic Lake Gatun clone 5C231481 EU8S03:
DQ451526.1 gg_id:156878 forest sail clone FAC87 DQ451
DQ811827.1 gg id:170103 mangrove socil clone MSB-5C4 DQ811
EF208655.1 gg_id:202296 Vertical and horizontal structure microbial sandy carbonate sediment clone Ci35c¢m.2 EF208¢
EF125419.1 gg_id:199002 soil naked tidal flat sediment near mangrove clone MSB-1F8 EF125¢

EU491252.1 gg id:276800 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount Pisces Peak EU491:
DQ925889.1 gg id:255773 Microbes and Thermal Gradients Temperature Hydrothermal Chimneys hydrotherm DQ925
EU050850.1 gg_id:238559 libraries sediment Kings Bay Svalbard Arctic clone ss1_B 09 96 EUO50:
FJ535320.1 gg_id:536335 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc sedil FJ5353
AM712338.1 gg_id:255844 detection and ly microbial Brothers Seamount Kermadec Arc New Zealand biofilm h AM71:

AF420341.2 gg_id:67796 hydrothermal sediment clone AF420341 AF420:
AJ441235.1 gg_id:57453 hydrothermal vent polychaete mucous clone P. palm A 205 Al4412
AF420340.1 gg_id:67797 hydrothermal sediment clone AF420340 AF420:
F1712464.1 gg_id:517432 and Archaea Gas Hydrate Sediments (East Sea) Kazan Mud Volcano Anaximander Mo F17124
DQ017948.1 gg id:136786 upland stream clone S-Btb7 40 DQO17
EU134544.1 gg_id:253026 tallgrass prarie soil clone FFCH2390 EU134!
FJ592579.1 gg_id:509119 Fumarole-supported islands biodiversity within hyperarid -elevation landscape on Put FJ5925
EF573992.1 gg id:230171 site S25 near Coco's Island marine clone 525 336 EF573¢
EF574948.1 gg_id:230813 site $25 near Coco's Island marine clone S25_ 1292 EF574¢

GQ347789.1 gg_id:541766 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ347
EU048624.1 gg_id:236563 Microbial surface marine sediment Xisha Trough South China Sea clone MD2902-B1& EU048!
EU386045.1 gg_id:274122 Biogeographical and microbes sediments on subseafloor sediment South China Sea ¢ EU386!
EU373913.1 gg_id:275503 southern Cretan margin (eastern Mediterranean Sea) canyon and slope sediment clc EU373
FJ745210.1 gg_id:570846 Transporter genes expressed coastal response dissolved organic carbon surface wate FJ7452
GQ346753.1 gg_id:568507 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ346
EU134378.1 gg_id:256515 tallgrass prarie soil clone FFCH5621 EU134:
AB486345.1 gg_id:559850 Microbial responsive denitrification-inducing conditions rice paddy soil clone TSBARC AB486:!
DQ267495.1 gg id:149878 Metagenomic group plankton 500m depth mesopelagic Antarctic waters clone DQ267
EF574148.1 gg_id:230908 site S25 near Coco's Island marine clone 525 492 EF5741
DQ154849.1 gg_id:139171 Diel Migration Restructures Hypersaline Microbial Mat hypersaline microbial mat cl¢ DQ154
Fl485412.1 gg_id:558030 microbial autonomous rover world's deepest phreatic sinkhole wall biomat El Zacator FJ4854
AJ241001.1 gg_id:10681 Norway:(Svalbard)Hornsund clone Sva0485 AJ241C
AMS882628.1 gg id:350620 Structure along hydrocarbon contamination coastal sediment oil polluted water pet AM88:
EF632708.1 gg_id:256201 Unique microbial contrasting aquatic altitude Andean Altiplano (northern Chile) wate EF6327
DQ103652.1 gg_id:131834 hypersaline endoevaporitic microbial mat clone E6aH12 DQ103
AMO040101.1 gg_id:149432 sandy sediments clone Sylt 5 AMOAC
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4748.6 4396.7 4897.8 54613 6185.5 4962.0 6669.2 4951.1 56274 2739.5 37535
35.0 62.6 161.2 1363 12738 529 1717 53.8 28.6 24.3 46.8
373 8748 1551.0 17985 1050.2 13795 2581.0 865.2 2384 83.4 920.2
35.0 1026 167.8 1474 2484 131.8 200.2 108.8 64.1 40.0 73.7
133.3 1557.0 23358 2104.9 2917.1 2109.9 2881.7 2584.0 1337.3 307.1 1264.0
1905 1858.2 2910.8 2636.8 27344 2238.8 2830.3 2601.8 1630.2 2106.7 1712.2

2503.6 49654 54458 57339 05887.7 65485 6494.6 5739.3 4502.8 5453.7 50789

14100.2 44357 5658.1 57324 40044 4653.0 4706.5 5088.2 5249.6 7705.2 5808.3
325.6 2000.2 1516.5 1514.1 1648.0 1308.1 2119.9 1370.9 1420.6 550.9 12885

3480.2 3778.6 4628.8 4568.5 4490.8 3277.0 52365 4028.4 22686 1461.8 3067.1
465.7 44416 46344 5219.0 4888.7 4603.4 55127 5293.0 3538.9 2819.8 41437
869.4 2977.5 3378.4 37785 45269 3170.6 4402.5 34525 22983 20653 26170

1130.8 4730.7 55849 61905 63374 48140 7319.8 5593.8 2987.1 3027.3 43856
420.7 4041.6 43415 4625.2 45124 3721.7 4750.5 3871.1 27304 1967.2 27933
397.8 54265 5761.3 6163.6 6382.1 50058 7207.4 53427 37134 5286.3 5033.0
567.0 1051.8 1521.1 17459 1237.0 1146.7 17139 15004 1523.2 303.6 11298
332.2 2422.0 2551.1 2549.0 3639.9 3077.7 3552.9 2276.0 1413.6 26594.8 2075.7
508 5755 768.2 7027 779.7 667.1 813.1 518.7 3570 83.7 5025
345.7 3010.0 3440.0 3690.1 3317.2 3767.6 41534 38059 2981.7 1661.3 2106.9
104.8 5104 8905 1764.5 1056.2 4655 12954 567.1 2999 1463 371.3

2498.2 81574 7276.7 8804.2 8490.8 7488.4 8973.7 86823 72316 4322.0 8935.9

8007.8 6056.7 54489 6946.2 66187 5299.6 7014.4 55547 54215 5159.0 63984
84.7 1138.2 1357.3 2536.2 2029.6 1221.1 1909.6 2336.8 544.7 1091.1 8355

3995.1 5028.7 5604.2 53423 05566.6 4786.7 8388.2 5151.4 48286 2750.7 5163.7
4429 18355 1662.2 1653.1 21044 24414 2163.2 11263 3150.5 1988.7 1524.0

5231.4 12547.9 12439.6 14173.5 14453.8 12435.8 15184.3 11711.7 11013.5 12656.8 16245.4
69.8 1525 2222 2405 3023 236.0 1833 3125 74.4 63.1 1240

9668.9 5852.6 6141.7 7463.8 51595 6010.7 7225.8 5483.1 9011.9 65446 7019.0

4465.8 5772.2 5907.6 5956.9 6857.3 6656.4 6284.2 7784.0 5945.0 38784 5782.4

7742.2 7708.6 7980.7 8819.5 95784.2 8703.1 102123 7307.6 9568.0 7551.5 8306.8

10629.1 7525.0 83149 09607.3 8726.0 7339.8 10299.1 7971.9 87424 ©5881.1 8956.3

12418.0 8678.1 9598.3 10253.2 9961.7 &8386.5 10938.5 9384.2 73124 5589.0 8498.2
43.3 2287 279.6 3151 2775 2564 5247 3757 1151 32.8 157.0
833 1347 2083 2608 2126 1640 356.1 2706 97.6 36.3 117.7
32.2  150.1 2075 1817 1486 86.1 392.0 1375 40.9 26.5 76.9

13494.1 9950.9 10918.5 11991.3 12357.3 9774.6 12814.8 9561.9 7798.8 4234.3 10163.0

9642.1 7689.7 84424 8553.0 9744.2 8867.1 10488.1 82443 4567.7 3008.1 6657.9

3529.0 6264.4 7298.7 8880.7 9047.1 6062.7 10259.8 7922.1 09805.7 2729.2 63478

1056.5 5446.1 5901.8 6605.7 6633.1 5939.5 8032.9 5508.9 61549 3760.9 6508.5
309.0 1594.7 2080.7 20155 1913.2 2133.1 2852.6 1877.3 1029.6 859.2 13815
224.1 1147.0 1010.3 1147.7 1205.0 1214.0 1662.0 12958 543.8 550.3 7348
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4309.9 6087.2 7396.2

49.8 883 1344

483.3 1477.1 1606.4

99.3 1534 3053
2357.3 1799.8 26233
2508.9 2682.1 2598.7
5312.2 6544.8 6598.2
4968.3 71153 4634.4
1212.4 13719 18815
3678.4 3640.0 4556.5
42937 4982.2 5103.5
2925.1 3817.5 43776
4853.7 5226.5 5516.1
3530.3 3851.7 54921
4791.3 5658.7 7136.2
1069.2 1586.1 1510.5
2359.9 2535.7 4850.8

4404  545.7 1158.5
4670.1 3869.0 4826.4

632.8 4525 6492
8003.6 7269.8 8699.1
5984.1 6377.3 5886.5
1546.2 16283 1798.0
4981.4 4719.6 59211
2006.9 2100.9 1507.9
11910.4 11592.0 123355

431.4 366.5 407.3
5791.2 7574.8 9367.7
6475.6 5864.7 6199.1
7812.8 8620.7 9116.0
7357.7 7626.0 9308.2
8276.8 8830.6 11631.4

2265 2324 3926

159.6 190.2 2458

59.3 93.0 1328
8790.9 9755.2 117213
7573.3 8673.1 11430.9
5997.5 9348.6 7989.9
5481.7 6081.7 7920.2
1581.3 2008.0 2498.6
1302.6 1036.1 1608.3
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54601
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54627
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FJ717005.1 gg_id:553766 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc F17170

AF382143.1 gg _id:79548 bacterioplankton clone ZA3735¢ AF382:
GQ337096.1 gg_id:548348 Hydrography shapes biogeography deep Arctic Ocean water depth 1000m clone BB(GQ337
FM242399.1 gg_id:328281 sequences sediment clone 86 T12d-oil FM242
EU735646.1 gg_id:322881 archaeal structures and pristine soils China oil contaminated soil Jidong Qilfield clone EU735¢
EU734937.1 gg_id:327296 assemblages sediment station DBSE Northern Bering Sea clone 028C19 EU734
AY375082.1 gg_id:98535 deep sea sediment clone B109 AY375(
AJ240985.1 gg_id:10661 Norway:(Svalbard)Hornsund clone Sva0853 AJ240¢
AMS882631.1 gg_id:306845 Structure along hydrocarbon contamination coastal sediment oil polluted water pet AM88:
DQ464344.1 gg_id:157072 Arcobacter skirrowii str. 449/80 DQ464
AY314755.1 gg_id:105549 Arcobacter cryaerophilus CCUG 17802 AY314°
EU106662.1 gg_id:260782 Arcobacter nitrofigilis str. F2176 EU106
FJ203148.1 gg_id:334326 and White Plague Disease-induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2031
AB262383.1 gg_id:161324 Microbial Ishigaki-jima Island Japan sea water Ishigaki Port clone 1G-1-21 AB262’
AB262379.1 gg_id:160905 Microbial Ishigaki-jima Island Japan sea water Ishigaki Port clone 1G-1-16 AB262
AY922188.1 gg_id:113246 whalefall clone 131599 AY922:

GQ348908.1 gg_id:558608 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ348
F1497477.1 gg_id:589078 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4974

AF513455.1 gg _id:60384 Arcobacter sp. str. LA31B AF513¢
DQ071284.1 gg id:139697 dominate filamentous sulfur mat 13 degree north field East Pacific Rise deep-sea hy DQ071
AF314538.1 gg_id:36386 Arcobacter butzlerioN_107 00 AF314"
AB013832.1gg id:11163 NB1-k clone NB1-k ABO13:

EU052247.1 gg id:248438 degradation kinetics and current efficiency cells supplied anode microbial fuel cell fel EUQ52;
FJ202344.1 gg_id:314840 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata kFJ2023
EF648116.1 gg_id:251292 dynamics during produced water treatment aerobic activated sludge clone XJ22 EF6481
AY225610.1 gg_id:96366 pumice fragments exposed to Mid-Atlantic Ridge vent clone AT-pp13 AY225¢
GU061286.1 gg_id:546186 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater GUQ61
AJ607391.1 gg_id:102614 Arcobacter cibarius str. LMG 21996 AJ6073
EF515495.1 gg id:222170 Electricigen Enrichment MFC full-scale anaerobic bioreactor sludge treating brewery EF5154
AY922205.1 gg_id:113754 whalefall clone 131644 AY922:
FJ202783.1 gg_id:349369 and White Plague Disease-induced Changes Caribbean Coral Montastraea faveolata kFJ2027
FJ403064.1 gg_id:357886 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat FJ4030
EF123613.1 gg_id:239833 Microbial disease microbial mats on Siderastrea siderea three regions wider Caribbez EF123¢

AJ271654.1 gg_id:51975 Arcobacter sp. D1al AJ271€
AMO084124.1 gg_id:140216 Arcobacter sp. str. R-28214 AMO84
AY570641.1 gg_id:108516 biodegraded Canadian oil reservoir clone PL-8D4 AYS570¢

FN429802.1 gg_id:534177 Biogeochemistry -activity cold seep Larsen B area western Weddell Sea Antarctica m FN429¢
FJ202326.1 gg_id:315205 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata kFJ2023
DQ917897.1 gg_id:227146 Microbial profiles bleached and wild-type Muricea elongata Arcobacter clone ME15.DQ917
AY035822.1 gg_id:70950 enriched coastal seawater overlying anoxic marine sediment sulfidicus AY035¢
EU050947.1 gg_id:255076 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 02 37 EUO50
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2566.2 34421 37845 3669.7 58684 4004.1 5863.9 3769.6 30805 1792.6 2650.6
3436.2 6093.0 7093.1 69824 5486.6 6520.8 7405.7 63596.0 5280.4 4454.7 6400.5
2076.5 7601.6 8350.8 8968.4 92675 76989 0848.2 88779 73775 5365.1 8385.2
3096.4 5283.3 55185 6378.7 62865 52719 68505 5582.0 47925 3822.0 6017.1
1576.6 3235.7 4111.7 4101.7 40985 33429 52729 33933 1717.8 1801.5 21834
264.0 3799.0 4430.7 43257 6160.6 3531.8 6239.0 34919 17726 10509 30664
4650.1 9076.9 8944.4 10659.9 11823.1 8526.7 11734.9 74694 6417.6 3574.3 8408.0
1310.7 3209.1 44374 4830.0 2968.6 3053.7 3794.6 3561.6 2966.9 2257.3 3250.0
3219.5 8839.2 9416.0 11451.2 10614.1 9S830.2 9867.6 10437.9 12514.6 11248.6 9861.5
63.7 3358.6 3992.4 2813.7 1207.6 2246.6 1606.6 3229.3 1650.1 604.2 28653
128.7 9145.0 11349.8 6814.8 19789 6735.0 28384 7769.8 29443 937.6 12609.3
24259 7608.4 78755 7311.7 54922 74593.7 5714.0 7107.4 60585 78243 94294
5985.5 7589.2 6374.0 83586 3798.4 71509 4493.0 7318.2 4724.1 2895.3 10917.6
2208.5 17323 2037.1 1935.0 1738.7 1353.7 2047.0 13319 16844 2087.1 31894
6871.8 65448 7878.6 5890.1 4544.6 51439 58455 6186.2 5755.6 4842.4 11812.2
334 1200 1923 2376 28.2 1256 87.7 1347 36.5 94.8 160.0
16614.4 10678.8 10613.5 14229.1 9664.5 11780.5 11553.8 11320.7 15717.7 11170.0 15324.4
119.0 1723.1 29717 2760.7 1668.8 1458.4 2037.2 3675.6 24656 426.3 2320.6
2515 33247 51934 59024 2467.7 47848 3433.2 70205 22903 8314 6256.9
16999 686.8 630.8 312.8 661.8 6894 8833 5680 6867 7094 6847
1347.7 13880.6 16435.8 10990.6 4442.8 10914.9 4823.3 11807.7 6857.4 2464.6 15980.6
134.2 4451.2 4651.3 3498.2 19535 4091.2 2757.9 3997.9 32270 17715 5286.7
300.2 4311.8 4661.8 4912.0 2173.6 3059.3 2419.6 3802.7 2308.2 6594 53118
3986.0 10610.1 10316.8 10185.5 7282.9 9550.2 7764.0 10113.8 7348.8 5583.9 14842.6
1065.7 7172.5 8798.3 5639.3 4069.5 56229 51929 6647.1 3788.1 2404.0 6024.2
132.0 2005.6 3039.2 1623.5 11839 1886.5 1463.0 2524.2 1115.7 418.0 2408.6
5262.9 8488.7 9692.6 7757.3 6910.9 7500.2 9796.7 7937.4 6855.6 2912.4 10266.4
2672.1 12032.0 144954 12271.8 5708.7 11209.0 7317.9 11059.6 6814.8 3513.4 16323.0
1546.3 5036.4 4760.9 44298 2920.3 4385.7 3988.9 4294.1 46734 3360.4 65858
39.4 14104 2224.6 2956.2 5399 22665 7914 21784 5458 288.0 22043
92.6 4530.7 29595.2 26744 1405.6 26658 1690.2 3043.0 17223 648.6 37243
2583.3 10225.1 8936.5 9315.1 4002.1 8835.1 4992.0 9757.8 5347.8 2146.9 15336.1
3601.6 10472.3 11616.6 12072.0 7899.2 954534 8625.3 9S003.8 7347.0 8404.0 12753.8
2588.6 2892.0 34976 31619 16034 28758 2929.0 26592.7 2216.2 1805.7 3350.1
214.9 15301.6 16211.3 122543 5106.3 12044.6 6232.5 13088.7 8138.2 3266.7 21365.7
43.8 1555 4225 2438 1061 1171 2721  662.2 87.5 45.8 266.2
1411 23375 27899 2446.9 1953.1 25789 17142 2530.0 10229 3354 49857
6613.1 9598.8 9513.3 9089.9 5832.2 8293.4 6607.2 81279 6641.1 2932.4 126484
15138.1 7979.3 8257.8 8606.1 6885.2 75264 7904.2 7043.2 11088.3 65931.6 11335.1
3589 733.0 11711 17979 1381 4269 46.1 4838 137.8 2849 5370
565.8 10668.1 12621.6 8224.0 48755 8870.1 5118.1 91559 5643.6 2392.8 151318
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4049.5
5693.5
7513.0
5187.8
3027.9
3065.4
7375.9
3120.1
9362.5
2606.2
6940.9
6749.8
6553.5
13854
5131.4
2141
10854.1
1966.3
7270.4
496.6
10707.0
4104.0
3274.9
8660.9
5356.7
1983.9
8707.2
10858.5
3932.3
1803.2
2035.3
9255.9
8610.3
1320.0
12005.6
2833.7
2013.6
8005.6
6722.3
203.8
8258.6

4489.8
6048.8
7817.3
6112.6
3598.8
4443.1
8740.0
3434.5
11177.2
2492.4
7395.3
6567.1
7414.7
1996.6
6269.3
162.1
13732.7
2621.2
5196.9
1197.3
8509.6
3775.8
3457.2
9261.9
6676.1
2331.4
8650.2
10922.8
5617.0
1858.8
2830.7
8590.9
9096.3
2925.0
11577.5
161.7
3422.3
7984.7
7853.3
253.3
9234.5

5010.3
5715.2
8641.9
6862.5
4737.4
5721.6
11678.9
2897.0
9440.2
11327
1924.9
4855.1
3312.3
1404.1
4371.6
27.3
10914.3
1736.5
2485.9
617.6
4117.7
2220.5
1741.3
6151.0
3600.6
2064.8
5661.5
6054.9
2082.9
411.1
1222.1
3800.9
8201.4
2794.6
5154.9
76.7
2357.9
4807.2
6508.2
1114
3713.1
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DQ357825.1 gg_id:150082 Marine Hatchery: Balance Between Pathogenic and Potentially Probiotic Strains adu DQ357
DQ676433.1 gg_id:224791 Archaeal sediment and plankton freshwater pond suboxic freshwater-pond clone M DQ676
AB030594.1 gg_id:50542 groundwater clone 1021 ABO30!
EU265967.1 gg_id:567689 transition and zone within near-shore anoxic basin: Nitinat Lake depth 50 m clone Ni EU265!
F1660508.1 gg_id:561979 Correlation functional stability and dynamics full-scale wastewater treatment plant acFJ6605
EF688595.1 gg_id:284348 Biogeochemistry iron- and sulfur-precipitating microbial mats (Nile Mediterranean) s EF688E
GU061298.1 gg_id:560130 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater GU061
FJ717168.1 gg_id:571505 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc F17171

AY621116.1 gg_id:106004 Arcobacter butzleri str. ATCC 49616 AYB21:
EF031092.1 gg_id:186810 Prokaryotic Tirez La Macha Spain endorheic hypersaline atalasohaline lake clone SalB EFG31(
AY697901.1 gg_id:105639 Antarctica clone F3C43 AY697!
AB234539.1 gg_id:149689 termite gut homogenate clone MgMjD-024 AB234!
FJ203095.1 gg_id:346863 and White Plague Disease-induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2030
AB262386.1 gg_id:159735 Microbial Ishigaki-jima Island Japan sea water Ishigaki Port clone 1G-1-27 AB262’
EU236320.1 gg_id:292623 Haliclona gellius: sponge and symbionts 13 m depth Pacific Ocean clone HglbF7 EU236!
AB015259.1 gg_id:11183 deepest cold-seep area Japan Trench clone JTB360 proteobacterium ABO15:
AJ810558.1 gg_id:105006 superficial sediments clone AJ8105
DQ464340.1 gg_id:158050 Arcobacter butzleri str. 520H-2004 DQ464
GQ340204.1 gg_id:583784 Prokaryotic Marathonas Reservoir Greece water column clone VEQ7-08-BAC GQ340
AB013833.1gg id:11181 NB1-l clone NB1-I ABO13:
GQ349268.1 gg_id:581309 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ349
EU781617.1 gg_id:322902 Bacteroides ureolyticus 4 EU781
GQ167663.1 gg_id:581365 Campylobacter concisus str. ATCC 51561 GQ167
EU869312.1 gg_id:334581 Campylobacter cuniculorum str. 119/07 EU869:
NC 009715.1 gg_id:242986 Campylobacter curvus str. 525.92 NC 00
AY621301.1 gg_id:103129 Campylobacter fetus str. 23D AYB21:
AF219233.1 gg id:69901 Campylobacter fetus MGH 97-2126 AF219:
DQ174168.1 gg_id:151146 Campylobacter gracilis str. ATCC 33236 DQ174
DQ174161.1 gg_id:155173 Campylobacter helveticus str. NCTC 12470 DQ174
DQ174163.1 gg_id:154260 Campylobacter helveticus str. NCTC 12472 DQ174
U03022.1 gg_id:11247 Campylobacter helveticus uo0302.
CP000776.1 gg_id:257761 Campylobacter hominis str. ATCC BAA-381 CPOOO
AF043422.1 gg_id:11239 Campylobacter cf. lanienae str. UB 992 AF043¢
AF550661.1 gg_id:57347 Campylobacter mucosalis str. ATCC 49353 AF550¢
FJ983015.1 gg_id:430191 Aspects Oral Microbiome root canal clone FJ9830
NZ_ACFU01000050.1 gg_id:469893 Campylobacter rectus str. RM3267 NZ_AC
NZ_ACVQ01000030.1 gg_id:470642 Campylobacter showae str. RM3277 NZ_AC
EU781616.1 gg_id:326311 Campylobacter showae 3 EU781
X67775.1 gg _id:11227 Campylobacter sputorum str. biovar sputorum;LMG 7795 X6777"
AB181364.1 gg_id:100818 Campylobacter lari str. A3 AB181
AB181358.1 gg_id:105325 Campylobacter lari str. NCTC12893 AB181
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901.0 6782.1 6998.1 75434 4537.2 7499.3 5505.1 6467.2 44314 3117.0 8586.5
6537.7 8408.7 10295.5 11659.1 6371.7 7838.4 77875 9467.7 4901.6 23452 12287.0
1823.8 7272.8 93704 102153 6236.8 84175 7657.9 83175 52454 5389.0 10100.0
2420.4 102159 9554.3 9619.2 5051.8 8325.6 72922 9523.2 61375 3611.5 14657.7
500.3 9172.2 11117.6 7761.5 4640.1 7598.2 5723.2 8098.6 52454 2450.7 10436.1
2582.5 7151.2 63073 72515 30054 6273.6 5019.7 6514.2 2904.0 1180.0 95265.8
15788.1 7803.8 9225.6 92787 69634 6162.3 6796.8 6372.1 8950.8 5924.9 11933.7
2745 1310.2 1346.7 1379.2 546.0 15382 13353 1637.3 5555 309.2 11386
1346.8 14744.7 17157.2 11863.4 4826.9 11728.2 5297.8 12704.4 7587.3 26934 174345
10104.4 4599.9 62142 81353 52850 6631.8 5956.8 89443 4580.4 4369.6 7759.0
81.1 1459.8 1843.1 2036.9 988.4 2073.4 15455 2269.4 5759 2425 21996
37.6 27044 3205.2 19255 5623 2513.2 660.2 30054 13337 202.7 31288
3468.1 9567.5 9767.6 9520.3 5282.6 8640.9 62705 9368.3 6856.2 4850.0 141225
5511.5 6307.2 64157 5927.6 4535.0 5360.9 6392.1 5326.0 6247.1 39259 84254
152.9 3211.1 44559 3617.8 31789 3518.3 3012.0 32549 17614 2323.6 29405
3.8 9413 882.0 976.7 2035 8153 4844 870.7 1578 27.8 11811
533.4 53575 8257.7 3551.7 2796.5 4054.8 2872.7 4436.3 2265.1 1929.0 38824
25658.2 15740.1 15968.0 13231.4 8854.5 12544.8 9333.9 13665.4 14263.3 8600.2 20638.0
11762.6 12191.3 8926.8 10927.5 5186.5 10331.0 5481.9 10621.3 9282.8 5580.0 18018.5
17134.2 8526.6 7094.7 7165.2 5948.8 6246.7 72685 61394 8886.7 7725.6 9866.7
1001.4 8417.1 8585.1 8028.2 3977.9 7509.3 6355.7 8623.2 5648.7 32412 11586.3
24537 4159.3 39355 3995.1 34045 3602.0 41235 3807.5 2666.8 21235 4654.1
46.7 3125.2 42748 4041.2 1057.3 2572.4 1988.2 31655 1166.7 163.2 3325.0
569 507.8 9054 11452 608.7 8425 8356 965.2 305.0 137.7 5618
53.0 6102 6817 6955 6057 5694 4186 7916 2065 337.8 5893
1056.7 5531.0 5522.3 6105.2 4955.6 6132.7 5793.4 5342.6 3457.3 6036.3 58374
3043.4 55414 7057.9 81254 3598.0 6502.2 58429 6716.6 3613.6 15413 73534
51.1 90.5 1056 1138 84.4 78.3 77.0 1341 45.2 41.0 86.5
196.3 2644.1 24494 2558.0 27125 2182.3 3515.6 23905 14719 866.5 2334.0
529.9 2466.6 3383.1 29247 3181.7 27084 35912.2 3025.8 1422.8 1053.2 31988
5274.6 65339 71431 68754 50726 61533 6863.1 64414 6213.6 32129 78181
42.7 82,5 1791 1452 75.5 67.8 76.4  190.7 31.7 46.7 52.5
190.7 2509.3 2951.5 3386.2 1318.6 683.5 1465.3 2645.1 12237 475.7 3441.2
470.9 2405.2 24942 2647.3 21285 1959.0 2078.9 24859 1688.8 451.7 3060.9
9069.0 3219.4 3178.7 3190.6 3395.7 32934 3023.0 3066.3 3152.0 3163.2 3893.0
877.8 5152.6 5288.7 56315 4554.7 4725.8 5042.2 48604 27373 24819 55128
18144 5486.0 5758.8 7318.9 4902.0 5566.4 5284.1 6374.1 32109 15355 63624
616.2 24946 2734.6 3016.7 2180.5 24389 2375.0 2980.0 13895 962.6 2907.8
43.6 3744 11115 599.6 76.7 2595 1450 6103 10059 63.9 3757
3994.3 52720 4091.6 34418 33574 4486.4 28515 3351.1 4967.3 3762.3 32645
1435.0 8034.2 95939 8026.9 6353.3 7123.6 6509.8 6827.7 9476.0 5705.7 9865.0
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5679.6 6092.9 4964.9
6522.8 6554.0 5519.7
6781.2 7477.6 5146.1
7901.0 8482.6 57403
7697.0 7151.6 4761.0
4384.5 4163.9 3480.5
5988.4 7065.7 5512.9

§570.0 1043.4 648.5
11572.9 8705.0 4427.2
10004.3 8396.5 40859.9
1890.1 4714.3 1261.8
22853 2713.1 4946
8522.9 10421.8 4986.8
49477 6522.0 34357
3808.1 42524 3190.8

639.8 11256 1747
3591.3 3377.5 32456
12598.3 11967.1 7847.0
10020.0 10180.4 4517.9
4767.5 7449.8 6160.7
7359.9 77823 4286.7
3373.9 37251 32825
1779.9 20724 1042.2

765.1 662.8 807.3

588.5 811.6 7257
4391.1 5060.4 5211.6
4370.5 3288.4 2860.1

63.4 89.9 75.9
1748.6 2286.2 2284.8
22353 27254 24434
5392.4 65039 52232

83.3 90.4 69.4
1827.1 2603.8 1746.0
1997.0 2689.5 12139
2971.5 4256.5 2898.8
4035.8 3514.8 3886.3
4564.8 5966.6 3207.5
2032.5 2420.5 12659

191.7 302.0 1387
2680.0 3715.2 40703
6457.7 8761.0 5452.2
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AB181356.1 gg_id:105014 Campylobacter lari str. CF89-14 AB181

AB181357.1 gg_id:105165 Campylobacter lari str. NCT(C12892 AB181
AB181359.1 gg_id:105482 Campylobacter lari str. NCTC12894 AB181
AF550640.1 gg_id:57368 Campylobacter upsaliensis str. LMG 8851 AF550¢
AF550632.1 gg_id:102123 Campylobacter lari str. LMG 11251 AF550¢
GQ167658.1 gg_id:586732 Campylobacter upsaliensis str. RM3195 GQ167
DQ174156.1 gg_id:154704 Campylobacter showae str. CCUG 11641 DQ174
EU289113.1 gg_id:238608 microbiome cloacal openings urogenital and anal tracts tammar wallaby Macropus e EU289:
F1832837.1 gg_id:542539 Microbial Ecology Crop Folivorous Hoatzin crop contents clone J3Q301_10B02 F18328
AF219235.1 gg_id:70687 Campylobacter hyointestinalis MGH 97-2652 AF219:
AB301962.1 gg_id:219863 Campylobacter subsp. hyointestinalis str. 2831-1 AB301
AF550641.1 gg_id:57366 Campylobacter upsaliensis str. LMG 8853 AF550¢
EU289065.1 gg_id:253584 microbiome cloacal openings urogenital and anal tracts tammar wallaby Macropus e EU289(
AY554142.1 gg id:113002 Campylobacter sp. str. BTP1 AY554:
AY554144.1 gg id:113756 Campylobacter sp. str. WB1 AY554:
GQ167676.1 gg_id:542181 Campylobacter coli str. ATCC 33559 GQ167
AF372091.1 gg_id:66989 Campylobacter jejuni str. NCTC 11351 AF372(
EU559332.1 gg_id:549039 Campylobacter sp. str. MIT 97-5311 EUS559:
AJ276874.1 gg_id:69947 Campylobacter faecalis str. 1433 stool sample isolate AJ2768
AB301961.1 gg_id:219965 Campylobacter subsp. hyocintestinalis str. 2728-1 AB301
AF550628.1 gg_id:55836 Campylobacter jejuni str. H99/240 AF550¢
AF550647.1 gg_id:57361 Campylobacter helveticus str. CCUG 30563 AF550¢
DQ174159.1 gg_id:154512 Campylobacter upsaliensis str. NZ5564-94 DQ174
AMO933372.1 gg_id:541426 Campylobacter subantarcticus str. LMG 24374 AM933
GQ451185.1 gg_id:533613 Fecal Yunnan snub-nosed monkey feces clone J16 GQ451
AF097688.1 gg_id:11237 Campylobacter hyointestinalis subsp. lawsonii str. CHY8 subsp. AFQ97¢
AB066098.1 gg_id:54599 Campylobacter lari str. CF89-12 Japanese strain ABOG6
AJ620504.1 gg_id:108770 Campylobacter insulaenigrae str. NCTC 12927 AJ6205
DQ174164.1 gg_id:152100 Campylobacter helveticus str. E504-90 DQ174
EU623474.1 gg_id:278725 Campylobacter sp. str. 24/06 EU623.
AF550620.1 gg_id:57384 Campylobacter coli str. LMG 9220 AF550¢
DQ174146.1 gg id:151930 Campylobacter lari str. NZ145-95 DQ174
F1609419.1 gg id:573432 Campylobacter jejuni str. PRCC-3 FJ6094
EF621895.1 gg_id:243035 Campylobacter canadensis str. L268 EF621¢
AF550655.1 gg_id:57353 Campylobacter showae str. LMG 12636 AF550¢
EU470464.1 gg_id:302158 Grevy's zebra feces clone GZ_aaa03d07 EU470:
AY288304.1 gg_id:86812 Campylobacter lanienae str. L52 AY288:
EF621896.1 gg_id:240175 Campylobacter canadensis str. L267 EF621¢
NR_028692.1 gg_id:561090 Sulfurospirillum barnesii str. SES-3; ATCC 700032 NR_02.

EF462744.1 gg_id:295702 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF4627
AB355036.1 gg_id:244687 Monitoring and archaeal two heavy polluted areas lake Egypt based on surface wate AB355

ED_004625A_00011069-16918



2327 1728.8 1764.8 9934 580.3 14922 795.6 1039.2 10948 4679 1286.7
237.7 18854 2052.4 1343.0 656.2 1579.1 996.5 1227.7 10751 477.1 14339
3474.2 30659 3321.6 2209.5 1628.7 2550.9 19479 1893.3 23375 11574 32953
705.5 49834 4755.8 4111.0 3081.0 4250.5 4017.8 3630.1 3118.0 16159 3606.7
1006.9 3201.9 3151.9 34287 2557.4 2206.1 2984.0 3154.0 2373.6 1362.5 5046.0
77.5 9522.2 78428 8707.3 5503.7 7430.2 8269.7 7106.2 5256.8 1975.8 5016.6
346.6 2115.7 22235 25135 2529.6 22353 2126.0 2777.5 11654 8469 2193.2
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429.8 1916.8 2183.3 2667.0 24284 1751.8 2237.8 2193.1 20955 616.2 19275
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1540.4 2708.4 3020.3 2374.8 1559.8 26134 21034 1S903.5 21944 15936 2685.7
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74.3 13545 16597.8 1308.0 934.3 10975 1220.7 14342 4929 250.2 1106.2
1648.9 5895.8 6530.8 7212.0 3701.8 4194.0 5262.7 6133.8 3505.1 2322.2 9517.6
5745.9 5884.8 6441.2 5282.4 4250.0 4765.4 4S08.7 51419 44279 26324 7568.0
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647.4 3591.7 3388.6 3839.0 23515 32441 3109.8 3677.6 21305 1160.4 4724.0
201.8 5342.2 5075.7 55385 33173 5231.0 43343 45029 29883 597.5 51685
8811.6 83225 5408.3 11405.8 5098.6 7022.2 7756.2 75523 6312.7 3327.0 11556.3
11832.8 9355.6 8614.0 10105.2 7006.8 8143.4 8640.5 7607.1 8582.4 54783 8787.0
10208.7 5963.2 63459 73115 2657.3 52651 59327 57415 7405.2 4590.7 8298.5
2381.2 42249 52023 5631.8 4873.8 45435 5763.6 4863.0 2956.5 2777.6 48255
86.9 6086.4 6067.6 7886.6 2174.9 5819.3 6238.2 6656.1 2314.5 1253.0 75333
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F1792436.1 gg_id:546339 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7924
FJ791877.1 gg_id:573109 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7918
F1792027.1 gg_id:534646 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7920

U85964.1 gg_id:11189 Sulfurospirillum arsenophilum str. MIT-13 U8596.
AB286550.1 gg_id:206504 Reducing production and domination comamonadaceae reducing oxygen supply was AB286!
AY548994.2 gg id:103740 marine bone clone boneC3F4 AY548¢

FJ792107.1 gg_id:534811 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7921
FJ792301.1 gg_id:562673 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7923
AY548973.1 gg_id:102465 marine bone clone boneC15D1 AY548"
DQ295747.1 gg_id:160847 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic Warm sprii DQ295
DQY925871.1 gg_id:249367 Microbes and Thermal Gradients Temperature Hydrothermal Chimneys hydrotherm DQ925
DQ228579.1 gg_id:141569 and physiological significance attached microorganisms rock-hosted deep-sea carbo DQ228
AF357199.1 gg_id:22148 Sulfurospirillum sp. str. 18.1 AF357:
FJ792478.1 gg_id:534881 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7924
AY672509.1 gg_id:99157 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1_28 BAC_16SrR AY672!
AY327877.2 gg_id:88092 surface vent snail foot clone SF_C11-F3 AY327:
FJ640810.1 gg_id:512603 GeoChip-based metabolic microbial hydrothermal vent chimney 4143-1 Mothra field  F16408
AY280408.1 gg_id:100828 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:

AB234540.1 gg_id:146284 termite gut homogenate clone MgMjR-060 AB234!
AY280434.1 gg_id:106449 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:
AB192073.1 gg_id:143275 termite gut homogenate clone M2PT2-04 AB192(

FN356324.1 gg_id:580201 Prokaryotic structure sulfate reducer activity -temperature reservoirs and without ni FN356:
FJ485111.1 gg_id:541385 microbial autonomous rover world's deepest phreatic sinkhole water column El Zacat FJ4851

AY266270.1 gg_id:103575 oil production water clone CT1 AY266:
DQ925875.1 gg_id:244236 Microbes and Thermal Gradients Temperature Hydrothermal Chimneys hydrotherm DQ925
FJ156092.1 gg_id:461508 Arcobacter mytili str. T234 FJ1560
AJ969453.1 gg id:159487 Microbial black smoker s Mid Atlantic Ridge ecological implications rock fragments ct AJ9694
AB231076.1 gg_id:147107 termite gut wall clone NkW01-035 AB231(
AJ441214.1 gg_id:106099 hydrothermal vent polychaete mucous clone P. palm C/A 39 Al4412
AJ576349.1 gg_id:102626 hindgut homogenate Pachnoda ephippiata larva clone PeH32 AJ5763
AY192528.1 gg _id:111196 Flexispira rappini str. 205-2 AY192!
AY192526.1 gg_id:109700 Flexispira rappini str. 204-1 AY192!
AY126479.1 gg_id:131724 Flexispira rappini str. 205-1 AY126:
AF396078.1 gg_id:20816 Helicobacter cinaedi 30327 AF396(
AF396081.1 gg_id:49270 Helicobacter cinaedi 31111 AF396(
AB275325.1 gg_id:196588 Helicobacter cinaedi str. PAGU0621 (= 56) AB275
AF302108.1 gg_id:69782 Helicobacter sp. str. HC15880 AF302:
AF118017.1 gg_id:11022 Flexispira rappini str. H1353 AF118(
AF497810.1 gg_id:56169 Helicobacter cinaedi str. 94105 AF497¢
AF497807.1 gg_id:60772 Flexispira rappini str. FR106 AF497¢
AF072471.1 gg_id:10989 Helicobacter mesocricetorum str. MU97-1514 AFQ72¢
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Helicobacter suis
Helicobacter suis
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AY009130.1 gg_id:37836 Helicobacter apodemus str. YMRC 00419
AY323502.1 gg_id:105862 Helicobacter canadensis ISL 793/92
DQ438113.1 gg_id:154548 Helicobacter canadensis str. L172
AY631946.1 gg_id:106403 Helicobacter canis str. MIT 51402
L13464.1 gg id:11062 Helicobacter canis

DQ307736.1 gg_id:154375 Helicobacter equorum str. EqF2
AF506785.1 gg_id:72292 Helicobacter heilmannii str. WD1
AY686607.1 gg_id:111336 Helicobacter felis str. Lee DS2
M57398.2 gg i1d:10994 Helicobacter felis str. CS1; ATCC 49179
AF103882.1 gg_id:11030 Helicobacter felis str. 1136-7
AY561831.1 gg_id:106123 Helicobacter ganmani str. ES-5
AY631951.1 gg_id:101810 Helicobacter ganmani str. MIT 99-5102
U07573.2 gg_id:11042 Helicobacter hepaticus str. Hh-1
AY554124.1 gg id:114186 Helicobacter kirbridei str. BTP1F
AF333339.1 gg id:27055 Helicobacter sp. str. MIT 99-5504
AF010140.1 gg_id:11040 Helicobacter muridarum str. UNSW 1.7st
M35048.2 gg_id:11057 Helicobacter mustelae str. ATCC 43772
AY554133.1 gg_id:113226 Helicobacter peregrinus str. RTP4S
DQ062214.1 gg_id:132728 Helicobacter sp. AGN-1

X67854.1 gg_id:11080 Helicobacter pylori str. ATCC 49396T
225741.1 gg_id:11013 Helicobacter pylori str. NCTC 11637
DQ062215.1 gg_id:132837 Helicobacter sp. GA-3

AY593989.1 gg_id:101118 Helicobacter pylori str. LPB 424-01
AF057163.1 gg_id:10974 Helicobacter sp

AF535198.1 gg_id:57708 Helicobacter pylori str. Lit81

M88137.2 gg_id:10945 Helicobacter trogontum str. ATCC 43966
AY034820.1 gg_id:47556 Helicobacter rappinistr. H95 S
AF225548.1 gg_id:28994 Helicobacter trogontum str. ATCC 49310
U96296.1 gg_id:10983 Helicobacter rodentium str. MIT 95-1707
AF506791.1 gg_id:64310 Helicobacter heilmannii str. P5
AF506790.1 gg_id:71558 Helicobacter heilmannii str. P4
AF506787.1 gg_id:73122 Helicobacter heilmannii str. P1
AY554121.1 gg_id:114199 Helicobacter vulpecula str. BTP7C
F1667779.1 gg_id:548699 Helicobacter sp. 'pancake tortoise’ str. FL-2007
AF292378.1 gg_id:72792 Helicobacter cetorum str. MIT 99-5656
AY554137.1 gg_id:113171 Helicobacter sp. str. BTP3S

M88152.2 gg_id:11054 Helicobacter sp. '91-266-11 Fox' str. 91-266-11 Fox
X81028.1 gg_id:10960 Helicobacter sp. str. Mainz

L36141.1 gg_id:10982 Helicobacter pullorum str. NCTC 12824
AF058768.1 gg_id:11034 Helicobacter heilmannii 1

AF506794.1 gg_id:64304 Helicobacter heilmannii str. TD1

AY009:
AY323!
DQ438
AYB31¢
L13464
DQ307
AF506’
AYB&6!
M5736
AF103¢
AY561¢
AYB31
uo757.
AY554:
AF333:
AF010:
M3504
AY554:
DQ062
X6785¢
225741
DQ062
AY593¢
AF057:
AF535!
MB8813
AY034¢
AF225!
U9629
AF506’
AF506’
AF506°
AY554:
F16677
AF292:
AY554:
M8815
X8102¢
L3614]
AF058:
AF506’
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2061.3 2243.2 23824 2485.2 1849.7 2151.7 22195 1857.6 20953 1805.6 21725
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AY634601.1 gg_id:109137 stomach clone

AF334681.1 gg_id:17771 Helicobacter cf. pullorum str. W.Tee-Cro
AF333341.1 gg_id:36371 Helicobacter marmotae str. MIT 98-6070
AY143177.1 gg_id:76377 Helicobacter cetorum str. MIT 01-6202
U96300.1 gg_id:11047 Helicobacter trogontum str. ATCC 43968
AF237612.1 gg_id:26677 Helicobacter sp. str. Wee Tee
AY034817.1 gg_id:49918 Helicobacter rappini str. 1 SU

Y18028.1 gg_id:10969 Helicobacter heilmannii str. AF53
AB006148.1 gg_id:11016 Helicobacter suncus str. Kaz-2
AJ249858.1 gg_id:41542 Helicobacter sp. blood isolate 964
AF127027.1 gg_id:10980 Candidatus Helicobacter bovis
AF506778.1 gg_id:64319 Helicobacter heilmannii str. C4E
AF103880.1 gg_id:11028 Helicobacter felis str. 390-9

M88151.2 gg id:10993 Helicobacter sp. CLO-3 str. CCUG 14564
DQ415545.1 gg id:153639 Helicobacter anseris str. MIT 04-9362
AY203900.1 gg_id:82216 Helicobacter sp. MiT 02-5519C
AY634603.1 gg_id:109139 stomach clone

DQ415546.1 gg_id:153064 Helicobacter brantae str. MIT 04-9366
AY686609.1 gg_id:110529 Helicobacter trogontum str. MIT 95-5368
AF246986.1 gg_id:16388 Helicobacter winghamensis str. NLEP 98-202
AF103883.1 gg_id:11031 Helicobacter bizzozeronii str. 865-2
AF142062.1 gg_id:11063 Helicobacter sp. 'feline isolate’
AF302105.1 gg_id:50310 Helicobacter pametensis str. ATCC51478
AF333340.1 gg_id:49735 Helicobacter sp. str. MIT 99-5507
AF506780.1 gg_id:72724 Helicobacter heilmannii str. CM1
AY634577.1 gg_id:109104 stomach clone

AY554139.1 gg _id:114285 Helicobacter sp. str. LNB2F

AF506782.1 gg_id:64314 Helicobacter heilmannii str. MM1
AY554140.1 gg_id:113412 Helicobacter sp. str. WB1F

U46129.1 gg _id:11050 Helicobacter cholecystus str. Hkb-1
DQ438119.1 gg_id:152253 Helicobacter canadensis str. L222
AF297868.1 gg_id:48289 Helicobacter aurati str. MIT 97-5075¢
AF302107.1 gg_id:47191 Helicobacter bizzozeronii str. ATCC700031
AY742308.1 gg_id:102634 Helicobacter sp. str. MIT 02-6899
DQO04689.2 gg id:133982 Helicobacter cynogastricus str. JKM4
AF103881.1 gg_id:11029 Helicobacter felis str. 144-10
AB080644.1 gg_id:49390 Sulfuricurvum kujiense str. YK-3

AYB34¢
AF334¢
AF333:
AY143:
U9630
AF237¢
AY034¢
Y1802¢
ABOO6:
AJ249¢
AF127(
AF506’
AF103¢
MB8815
DQ415
AY203¢
AYB34¢
DQ415
AY686!
AF246¢
AF103¢
AF142(
AF302:
AF333:
AF506’
AYB34!
AY554:
AF506°
AY554:
U4612
DQ438
AF297¢
AF302:
AY742:
DQOO4
AF103¢
ABO8O

DQ295616.1 gg _id:161607 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic spring Pah DQ295
EU542457.1 gg_id:267730 Effects chemical structure concentration on pathways microbial during dechlorinatio EU542:
FJ793154.1 gg_id:522980 Archaea and Hot Spring Thailand Tao Dam hot spring clone TDB04 FJ7931

AB080645.1 gg_id:41311 Sulfuricurvum kujiense str. YK-4

ABO8O!
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AB030603.1 gg_id:48041 groundwater clone 1047 ABO30/
FJ484985.1 gg_id:512690 microbial autonomous rover world's deepest phreatic sinkhole water column El Zacat FJ4849
FJ484902.1 gg_id:563044 microbial autonomous rover world’s deepest phreatic sinkhole water column El Zacat F14849
FJ484970.1 gg_id:513207 microbial autonomous rover world's deepest phreatic sinkhole water column El Zacat F14849

GQ261311.1 gg_id:538468 Study on Sediment sediment Dongping Lake clone 153-8 GQ261
DQ295705.1 gg _id:161331 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic stream Mil DQ295
AY510188.1 gg_id:109996 microbial mat cave sulfidic spring clone LKC3_57B.17 AY510:

DQ295661.1 gg id:161483 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic spring resu DQ295
DQ295560.1 gg_id:160845 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic cave strear DQ295
EU884105.1 gg_id:326035 Recently Evolved Symbiosis Between Chemoautotrophic and Cave-Dwelling AmphiptEU884:

AF407391.1 gg_id:30295 MCB-contaminated groundwater-treating reactor clone RA9C8 AF407:
AY191481.1 gg_id:93946 microbial mat sulfidic cave spring clone LKC1.114 6 AY191¢
AY191468.1 gg_id:93668 microbial mat sulfidic cave spring clone LKC1.21 5 AY191¢
AY510191.1 gg_id:109873 microbial mat cave sulfidic spring clone LKC3_19.39 AY510:

DQ295690.1 gg_id:160741 Epsilonproteobacteria terrestrial caves and springs floating microbial mat suifidic grc DQ295
DQ295702.1 gg_id:160766 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic stream Mil DQ295

GQ406165.1 gg_id:512611 Benthic submerged sinkhole ecosystems sediment clone BK-20-18 GQ406
EU101041.1 gg_id:238274 Sulfide/oxygen supply ratio predicts outcome competition among sulfur-oxidizing we EU101(
AB030601.1 gg_id:21738 groundwater clone 1043 ABO30/
AB030605.1 gg_id:22082 groundwater clone 1028 ABO30!
EU884110.1 gg_id:329225 Recently Evolved Symbiosis Between Chemoautotrophic and Cave-Dwelling Amphipt EU884
AY191482.1 gg_id:93762 microbial mat sulfidic cave spring clone LKC1.114 7 AY191¢
GQ390203.1 gg_id:557628 oxic-anoxic interface meromictic crater lake Lac Pavin clone Eub62D4 GQ390
AY510172.1 gg_id:109530 microbial mat cave sulfidic spring clone LKC3_127.39 AYS510:
DQ787703.1 gg_id:171036 holocene lake sediment clone SLB59 DQ787
EF467565.1 gg_id:203699 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°5
AY191466.1 gg_id:103936 microbial mat sulfidic cave spring clone LKC1.21 1 AY191¢
AB240521.1 gg_id:143003 microbial structure rhizosphere biofilm Sapporo root-base (80 160 mm) Phragmites ¢ AB240!
GQ472372.1 gg_id:553344 Microbial Dongping Lake lake sediment clone 352-14 GQ472
DQ787688.1 gg id:172663 holocene lake sediment clone SLB319 DQ787
DQ295722.1 gg_id:159773 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic spring Whi DQ295
AY510167.1 gg_id:110035 microbial mat cave sulfidic spring clone LKC3 22.72 AY510:
DQ295745.1 gg id:159690 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic Warm sprii DQ295
AY510168.1 gg_id:110808 microbial mat cave sulfidic spring clone LKC3_57B.54 AY510:
DQ295557.1 gg_id:160445 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic cave strear DQ295
DQ787698.1 gg id:162117 holocene lake sediment clone SLB422 DQ787
AY532544.1 gg_id:99687 uranium-contaminated aquifer clone 1013-1-CG22 AY532!
AY510194.1 gg_id:111128 microbial mat cave sulfidic spring clone LKC3 57B.49 AY510:
AF367495.1 gg_id:43869 deep-sea hydrothermal vent clone VC1.2-cl50 AF367!
AF367492.1 gg_id:70730 deep-sea hydrothermal vent clone VC1.2-cl32 AF367¢

GQ433935.1 gg_id:541504 Subseafloor ocean crust microbial observatories: (F-through Osmo Colonization Syst GQ433
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3465.1 7185.6 9465.5 11055.0 32879 9177.3 58418 59929 3259.5 40205 9027.0
4505.8 8168.9 8361.4 9523.0 3347.8 10021.9 5867.0 68685 4331.9 1923.6 105314
5826.7 8608.1 8564.2 S770.9 4638.8 10091.4 6795.1 7455.8 5378.8 4104.0 10963.2
2113.2 9627.9 9004.8 11028.1 3048.2 10766.4 63754 7738.5 39481 2963.7 115259
130.7 78149 63888 7169.4 1624.6 5709.0 3762.6 46135 20521 7186 620859
133.8 73135 80485 10487.3 1885.1 9085.5 3748.3 5611.4 1606.5 25583 76584
28.0 6141.8 74142 7938.2 22516 5980.2 3232.8 57975 21447 838.6 7056.1
74.6 7877.8 8337.5 10778.1 14254 72488 31124 58875 1798.9 732.2 7508.0
3000.7 8564.2 8888.4 10676.1 4533.1 6578.3 5120.9 63423 4165.7 2940.1 8350.0
114.3 13953.7 14279.1 16815.2 4323.9 12622.0 9409.5 10342.6 6314.2 1658.3 14670.1
52.8 12493.0 14575.8 18628.3 3150.8 09193.7 4088.2 12192.6 4741.3 817.5 14330.1
224.4 8256.1 11039.8 10131.0 2744.6 10645.4 5265.0 7388.7 2913.1 1344.3 95912.8
4484.4 6561.9 7493.8 9255.0 44479 7377.1 49235 6357.2 3292.1 14374 68654
7250.7 10648.4 12002.9 12593.3 4790.9 10157.5 7046.3 8772.4 5654.1 2270.8 13104.7
4748.2 14214.4 13810.6 167724 6163.0 12716.3 10628.5 11831.1 8410.5 4786.3 16177.2
43.8 7869.6 7329.8 9044.5 16903 75784 42054 6017.1 31299 553.3 80128
4512.5 7888.2 9371.5 11361.9 4969.3 7855.6 6555.2 7742.3 5319.4 3504.2 11316.1
1309.7 10720.3 11880.2 12706.2 8013.9 11380.6 9874.1 95883.1 8202.9 4619.6 125250
268.9 9138.5 112783 13818.5 3869.2 10906.9 6293.6 9174.6 3510.9 3329.0 12903.1
631.7 11537.0 11530.7 14195.3 5485.6 12058.0 7634.5 9507.8 5008.1 2656.4 13577.9
475.6 10678.2 9577.2 12171.1 6654.3 950114 9324.8 6921.7 4281.4 43983 91346
24690.6 8497.5 83305 9379.4 578395 8509.7 6510.3 75286 9496.3 7437.1 11758.6
301.3 6581.2 77590.6 101345 2223.3 64748 38855 5039.2 29789 519.7 6892.1
11149.4 11580.5 12286.5 13806.8 7748.4 11232.4 9897.2 95516.4 12841.1 8717.9 13574.2
15976.9 5025.3 5258.3 5887.0 4302.0 5015.1 4665.1 41394 6017.0 53379 74151
61.1 47356 67289 7697.0 2252.5 50147 3151.6 40053 2293.0 1147.2 53181
2768.5 5848.2 8469.9 8258.6 2171.8 6362.8 4205.3 6016.3 2878.3 1881.1 9683.0
730.4 113929 112590.6 13991.6 5264.0 11380.8 8117.6 8705.9 4867.9 4401.5 12068.6
41.6 4463.7 8383.2 10605.1 207.8 16134 82.7 3008.6 4674 104.8 6896.7
403.7 7232.8 8682.3 11736.8 2097.3 4373.1 3528.4 4968.0 3157.7 1095.2 6363.4
5674.5 8963.5 9658.0 10716.1 6614.9 95169 7917.7 7868.0 10835.1 6864.2 10502.2
2647.0 9620.5 11471.1 12935.6 3975.5 9161.8 6092.3 8606.5 48585 2252.9 12343.8
75.2 79795 105585.1 119546 2235.1 7173.0 4766.5 74843 3097.4 10629 95304.9
7041.8 8453.3 9397.1 10857.7 4890.8 8197.2 6799.2 6916.8 5155.0 4618.5 10306.3
1468.6 11223.5 12828.5 16389.9 5015.1 10172.8 6676.6 9752.0 4887.4 2955.7 14684.2
8297.2 6377.9 6752.1 81854 3394.7 6956.5 4614.2 55855 3297.7 2378.1 66555
1684.5 12210.1 11875.8 14643.6 6591.8 12238.0 8831.2 9076.7 65244 36185 127475
25223.7 8050.1 8557.6 10436.8 6150.2 7672.8 6287.6 &8029.8 7150.7 4624.1 94385
4527 1573.4 23858 25023 990.1 18673 1861.0 2136.6 S54.1 6224 21055
3364.2 3709.5 4107.6 4193.1 2688.0 3999.3 31114 4187.9 45634 25249 3299.6
5408.8 5013.1 4584.6 5860.1 17584 4536.5 33985 3970.5 3094.3 1199.9 5554.2
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4178.9
4568.7
5416.5
4255.4
2431.1
2583.2
3671.3
2283.4
4731.5
7084.3
6047.6
5369.9
4144.2
7214.6
7216.7
3238.7
5487.4
8312.9
5692.4
6376.3
5504.0
6215.5
3188.5
8069.5
4191.6
2822.1
4406.9
6039.5

629.8
2776.5
6794.6
6557.2
4644.2
5369.0
7157.8
4045.0
6325.3
6219.6
1767.3
3508.3
2874.1

3095.6
5076.5
6022.3
4153.4
1879.4
1848.9
2177.3
1692.1
4126.1
4702.6
2269.0
4713.5
3865.9
5838.2
7011.8
12425
4769.8
8386.1
3305.6
5232.0
39294
7385.5
2270.0
8553.7
5153.0
2138.3
4256.6
5215.8

117.8
1906.4
8649.6
4682.5
23124
6374.7
4151.2
4523.4
6281.5
6165.8
1645.8
4324.6
2605.6

3061.8
4065.5
5155.6
3897.7
1725.0
21358
2152.2
1160.6
3302.5
4202.4
1442.8
2896.7
3501.6
4489.7
6935.1
1080.3
4192.2
7421.2
3880.9
5965.2
3045.1
5112.7
2582.9
8249.7
4752.8
1719.5
24415
5734.8

37.4
1647.8
6363.8
3830.1
1785.2
4395.2
3560.8
4612.6
6714.6
5349.0
1090.6
2857.3
1740.7
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U15101.1 gg_id:11096 hydrothermal vent clone PVB_OTU 2 U1510

NC 007575.1 gg_id:144857 Thiomicrospira denitrificans str. ATCC 33889 NC 00
F1437888.1 gg_id:547212 Benthic okenone production Fayetteville New York Green Lake 25 m water depth clor F14378
AF121884.1 gg_id:11109 phenol-degrading consortium clone Phenol-1 AF121¢

DQ295573.1 gg_id:160062 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic cave spring DQ295
F1615170.1 gg_id:593488 Microbial dynamics seasonally fjord: British Columbia Saanich Inlet depth 10m anoxic FJ6151
EU491812.1 gg id:268142 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3S EU491!
DQ234141.2 gg_id:142794 determined library mangrove clone DS057 DQ234
FJ497618.1 gg_id:563303 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4976
FJ717090.1 gg_id:551059 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc F17170
DQ676325.1 gg_id:224044 Archaeal and plankton freshwater pond suboxic freshwater-pond sediment clone M DQ676

AY211683.1 gg_id:96203 Gulf Mexico seafloor sediment clone GoM GC234 633E AY211¢
AY225615.1 gg_id:97077 iron-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-cs10 AY225¢
FN397808.1 gg_id:424252 geomicrobiological investigation sediments Gulf Cadiz GeoB 9072-1 anoxic sub-surfa FN397:
AJ441199.1 gg_id:57482 hydrothermal vent polychaete mucous clone P. palm C/A 78 Al4411
AF355050.1 gg_id:48010 marine clone Arctic96B-13 AF355(
GQ356982.1 gg_id:592000 Metal Dependent Marine Methane Oxidation methane seep sediment clone FeS04_ GQ356
AY225612.1 gg_id:97721 organic-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-co23 AY225¢

DQ676368.1 gg_id:222158 Archaeal sediment and plankton freshwater pond suboxic freshwater-pond clone M DQ676
FJ497273.1 gg_id:590030 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4972
EF218993.1 gg id:215778 and Eukaryotic Hydrothermal Site East Rise Ridge Flank Abyssal Hill hydrothermal site EF218¢
DQ228650.1 gg_id:141130 Microbial colonizing mineral surfaces within sulfide-microbial incubator clone CH2b1DQ228
EF219001.1 gg_id:209624 and Eukaryotic Hydrothermal Site East Rise Ridge Flank Abyssal Hill hydrothermal site EF219(C
U15106.1 gg_id:11103 hydrothermal vent clone PVB_OTU 6 U1510
AY280406.1 gg_id:100516 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:
GQ848465.1 gg_id:578863 Microbial sediments vents along East Lau Spreading Centre deep sea hydrothermalGQ848
FJ535290.1 gg_id:546926 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
FJ717130.1 gg_id:551352 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc F17171
FJ717171.1 gg_id:533593 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc FJ7171

EF379628.1 gg_id:205139 sea water Victoria Harbor (Hong Kong) area clone VH-PA7-38 EF379¢
EU652649.1 gg_id:279233 Seasonal variation microbial Yel Sea sediment clone B85-4 EUB52
DQ836759.1 gg id:169835 attached biomass denitrifying bioreactor clone DB-83 DQ836
AY218555.1 gg_id:82461 penguin droppings sediments clone KD1-140 AY218!
EU652651.1 gg_id:278362 Seasonal variation microbial Yel Sea sediment clone A85-94 EUB52
FM242221.1 gg_id:343001 sequences sediment clone 259 TOh-oil FM242
EUB52650.1 gg_id:277911 Seasonal variation microbial Yel Sea sediment clone C85-4 EUB52

FJ717108.1 gg_id:569301 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United KingcF17171
FJ535347.1 gg_id:510699 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc sedil FJ5353
AB530237.1 gg_id:584301 Monitoring Suez and Tokyo bays based on analyses marine sediment clone Tokyo..Bi AB530:
AB188787.1 gg_id:113750 cold seep sediment clone SB5-24 AB188’
AB193899.1 gg_id:108823 deep-sea vent clone Mb-NB0O5 AB193
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54.8 38459 5365.4 50835 1383.4 37846 2752.0 3529.2 2288.8 1022.8 49532
38.4 2656.3 3961.0 4440.0 5088 3106.5 29853 39774 915.6 487.7 4536.0
63.5 41995 7899.8 103704 570.5 34505 7769.5 76009 1107.7 1875.6 8170.7
436 726.1 869.1 1236.7 2821 1500.0 6489 1039.8 44459 68.5 1051.0
6300.7 11888.6 11107.6 13568.9 6816.4 10639.5 10759.3 11310.6 8562.7 6310.2 15407.4
545.2 4333.0 3693.9 43856 1747.0 3833.2 4098.1 4326.0 1753.2 1226.7 5240.7
2374.0 69475 70425 76424 5357.8 6830.1 7277.2 7481.3 53505 44535 74437
77.3 21453 2574.7 38545 211.7 1829.3 2851.1 32245 4953 4169 38278
45.8 540.1 1331.6 1550.8 2821 4245 3855 11839 376.0 263.3 1061.7
3437.0 50415 6644.9 75329 17649 5569.5 6239.8 6005.1 2690.6 24194 7816.8
101.6 1573.2 21429 3218.7 1130.0 2177.8 1592.0 2304.0 555.0 1573 17034
538 8745 1578.2 2501.7 321.8 8959 507.8 1561.1 181.1 127.1 1366.6
97.2 26325 42129 4720.8 521.3 30985 2405.8 34442 8102 546.3 41524
364.0 2550.8 3623.2 52034 2431.7 3610.6 3049.8 38715 1660.0 12815 3556.8
47.0 4014 8644 8888 1675 4794 4858 6646 220.1 3356 82585
34.0 1997.5 22589 2921.8 1945 13454 9476 20585 6176 443.8 31182
2024.9 8638.8 8665.3 8885.1 4737.9 7877.5 8224.7 6564.5 66873 42754 9501.8
748 253.0 3129 4303 1514 2556 147.1 2027 126.5 42.1 2137
2113 50854 7590.0 98926 1323.6 4968.1 61409 8632.7 2196.0 1058.0 9540.7
1534 3126.4 37075 4223.8 1223.0 2293.2 34529 33229 1720.3 9435 52380
61.1 11247 2088.4 31376 5525 S08.0 6275 20929 3893 9115 16721
117.4 4352.8 5256.6 7173.2 10343 4628.3 59342 6089.8 1891.8 20329 77104
67.8 837.7 17757 2159.3 3533 10195 1150.6 2082.1 4314 62.6 1901.2
65.2 5381 1526.1 15435 724 7104 13237 15194 6222 68.8 2400.5
47.8 4039.1 4499.1 67179 1727.8 43345 35315 3988.0 1470.3 1370.8 432759
40.1 2884.5 3307.1 4516.2 573.0 3437.6 3210.8 3846.3 11258 451.2 4527.1
110.1  2127.7 4843.8 3555.9 1093.0 2411.1 25383 129428 985.2 7783 25879
179.9 4784.9 6964.1 8157.9 14120 5056.5 6044.0 6702.5 1837.7 1405.3 8027.3
5127.0 7618.1 9095.4 11619.9 4301.3 8054.6 8648.1 9180.4 49023 3611.0 11612.8
3519.6 4674.4 6382.0 5787.6 43003 4273.2 38276 44754 39681 5251.0 62085
265.8 9325 12765 11851 936.6 14160 11241 14185 8214 4384 13546
2117.1 6607.2 9315.2 12028.4 25373 6657.6 7180.0 9571.0 3412.0 1667.5 122435
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AF367490.1 gg_id:73836 deep-sea hydrothermal vent clone VC1.2-ci26 AF367¢
GQ261804.1 gg_id:560545 shifts taxa and response localized organic loading deep sea sediment whale falls cloi GQ261
AY922199.1 gg_id:112883 whalefall clone 131631 AY922:
DQ228651.1 gg_id:142365 Microbial colonizing mineral surfaces within sulfide-microbial incubator clone CH2b1DQ228
FJ717087.1 gg_id:562754 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc FJ7170

AY216438.1 gg_id:82215 temperate estuarine mud clone KM51 AY216¢
EU491805.1 gg_id:273299 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3S EU491!
AY225613.1 gg_id:98692 pumice fragments exposed to Mid-Atlantic Ridge vent clone AT-pp6 AY225¢
AB189375.1 gg_id:113264 cold seep sediment clone JT75-307 AB189:

FJ497428.1 gg_id:572725 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4974
AY672505.1 gg_id:107511 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1 22 BAC_16SrIAY672!

AB015257.1 gg_id:11113 deepest cold-seep area Japan Trench clone JTB146 proteobacterium ABO15:
AJ441200.1 gg_id:57484 hydrothermal vent polychaete mucous clone P. palm C 92 Al4412
EFS99352.1 gg id:237892 Vertical and Methanotrophs Estuarine Sediments Pearl River Estuary sediments 6cm EF9993
AM982624.1 gg_id:278960 microbial and slurry pig saw dust spent bedding clone PISD-AJC10 AM982

FJ535284.1 gg_id:512607 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
EF218991.1 gg_id:206907 and Eukaryotic Hydrothermal Site East Rise Ridge Flank Abyssal Hill hydrothermal site EF218¢

AY532570.1 gg_id:105327 uranium-contaminated aquifer clone 1013-28-CG21 AY532!
FJ497261.1 gg_id:566005 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4972
AB235234.1 gg_id:141016 symbiont AB235;

FJ437839.1 gg_id:513719 Benthic okenone production Fayetteville New York Green Lake 25 m water depth clor F14378
AB176111.1 gg_id:175999 Microbial Hydrothermal System Suiyo Seamount on Izu-Ogasawara Arc vent area wa AB176:
FM203379.1 gg_id:370488 Biogeography filamentous and epsilonproteobacterial ectosymbionts vent shrimp et FM203
AJ515714.1 gg_id:94683 deep-sea shrimp gut clone 4 AJ5157
FM203398.1 gg_id:371282 Biogeography filamentous and epsilonproteobacterial ectosymbionts vent shrimp e; FM203
AP009179.1 gg_id:249880 Sulfurovum sp. str. NBC37-1 APQO0S9:
EF462799.1 gg_id:293907 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrothermn EF4627
AJ515716.1 gg_id:94327 deep-sea shrimp gut clone 15 AJ5157
EU555122.1 gg_id:259007 Microbial Sulfide Hydrothermal Vent Field Juan de Fuca Ridge Dudley hydrothermal yEU555
AY672497.1 gg_id:102782 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1_1 BAC_16SrR AY672:
FJ792125.1 gg_id:510296 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7921
FJ535278.1 gg_id:554288 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352

AY531596.1 gg_id:100070 Indian Ocean hydrothermal vent clone SF_C23-C4 _shell AYS531!
DQ228647.1 gg_id:144474 Microbial colonizing mineral surfaces within sulfide-microbial incubator clone CH2b1DQ228
AY542560.1 gg_id:113844 Gulf Mexico seafloor sediment clone GoM GB425 02B-28 AY542!

GQ249521.1 gg_id:580475 Microbial anaerobic sediments Bay Cadiz {Spain) marine sediment: 6-8 cm layer clor GQ249
GQ357025.1 gg_id:533206 Metal Dependent Marine Methane Oxidation methane seep sediment clone FeOrig GQ357

AF449231.1 gg_id:61878 Riftia pachyptila's tube clone R103-B15 AF449;
AB476184.1 gg_id:536849 Compositional and functional transition epibiotic microbial hydrothermal vent galath AB476:
AY531576.1 gg_id:107839 Indian Ocean hydrothermal vent clone SF_C23-G3 AY531!

FJ535277.1 gg_id:540587 within iron-containing flocculent mats submarine volcances along Kermadec Arc iron FJ5352
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AY225616.1 gg_id:96100 organic-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-col1 AY225¢
AB440165.1 gg_id:552622 Farming and harvesting filamentous vent- galatheid crab (Decapoda; Anomura) vent AB440
EU487998.1 gg_id:570269 lucinid bivalve- symbiotic system: significance geochemical habitat on symbiont and EU487!
FJ497296.1 gg_id:541606 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4972
GU369887.1 gg_id:519900 and mats vents Arc white filamentous microbial mat photic shal hydrothermal vent 1GU369
FJ535276.1 gg_id:511548 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352

AY549001.2 gg_id:101316 marine bone clone sacC13A3 AY549(
FJ535285.1 gg_id:554836 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
AY225623.1 gg_id:98432 iron-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-cs15 AY225¢
AY531587.1 gg_id:104132 Indian Ocean hydrothermal vent clone SF_C23-D11_shell AY531!

AY672538.1 gg_id:105257 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH9 1 BAC_16SrR AY672!
AB440171.1 gg_id:569838 Farming and harvesting filamentous vent- galatheid crab (Decapoda; Anomura) vent AB440°

AY531601.1 gg_id:104446 Indian Ocean hydrothermal vent clone SF_C23-C7_shell AY531¢
FJ535304.1 gg_id:554479 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5353
EU652643.1 gg_id:278085 Seasonal variation microbial Yel Sea sediment clone B85-12 EUB52

EU555129.1 gg_id:268986 Microbial Sulfide Hydrothermal Vent Field Juan de Fuca Ridge Dudley hydrothermalyEU555
DQO71277.1 gg_id:139667 dominate filamentous sulfur mat 13 degree north field East Pacific Rise deep-sea hy DQ071
EF462802.1 gg_id:289264 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF462¢
AJ441206.1 gg_id:57471 hydrothermal vent polychaete mucous clone P. palm C/A 113 Al4412
EF462624.1 gg id:296130 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
AB530172.1 gg_id:559058 Monitoring Suez and Tokyo bays based on analyses marine sediment clone Suez..BacAB530
FM165251.1 gg_id:558481 seep chitineous tube vestimentiferan tubeworm Lamellibrachia sp. cold seeps clone FM165

AF420359.1 gg_id:67782 hydrothermal sediment clone AF420359 AF420:
AB205405.1 gg_id:115002 Alviniconcha aff. hessleri gill endosymbiont AB205:
EF462766.1 gg_id:300444 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherir EF4627
AY531572.1 gg_id:107247 Indian Ocean hydrothermal vent clone SF_C23-G9 AY531!
F1712419.1 gg _id:526671 Prokaryotic structure and sediments active submarine mud volcano (Kazan MV Sea) kFJ7124
AF029044.1 gg_id:11139 Benzene mineralizing consortium complete clone SB-17 AF029(
EF462668.1 gg_id:299697 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF462¢
AY531593.1 gg_id:99597 Indian Ocean hydrothermal vent clone SF_C23-E5 shell AY531!
AY225618.1 gg_id:98223 organic-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-co12 AY225¢
AY672511.1 gg_id:103076 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1_3f BAC _16S5rF AY672!
DQ270643.1 gg id:142040 hydrothermal carbonate chimney clone LC1133B-58 DQ270
EU107475.1 gg_id:349595 Identification Ectosymbiont on Hair Inhabiting Hydrothermal Vents hair Shinkaia cro: EU107:
AY225625.1 gg_id:98807 iron-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-cs7 AY225¢
FM165253.1 gg_id:558667 seep chitineous tube vestimentiferan tubeworm Lamellibrachia sp. cold seeps clone FM165
AB099998.1 gg_id:79591 inactive deep-sea hydrothermal vent chimneys clone indB1-30 ABO99
DQ394973.1 gg id:153118 harbor sediment clone VHS-B3-94 DQ394
EF462777.1 gg_id:288783 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrothermn EF4627
AY531595.1 gg_id:99906 Indian Ocean hydrothermal vent clone SF_C23-E10_shell AY531!

EU265786.1 gg_id:258528 epibiotic assemblage recently described Yeti Kiwa hirsuta { Kiwidae) surface crab hyc EU265

ED_004625A_00011069-16967



2289.8 897.2 8863 8894 7839 1010.7 853.7 29335 668.6 7329 3098.0
12788.3 32179 3474.6 4521.3 3560.3 3467.4 44122 5157.2 2305.0 19125 42821
10430.6 7912.2 8182.0 8859.5 9057.0 7973.8 9643.4 8430.0 12095.2 10907.4 9802.9
259.5 1086.2 11395 1266.6 2622.8 1036.6 11961 1161.0 11953 868.6 11156
471.8 4365.1 4502.1 5769.4 3337.3 4539.7 3477.7 5916.2 2583.2 4322.3 5437.1
778.3 14374 1726.1 22885 6535 1726.0 1243.8 1258.3 582.0 1548 1956.9
455 12475 1203.4 10014 3466 934.2 4471 11745 6019 180.6 1399.3
3616.5 6666.3 5959.2 7022.0 2510.4 58223 5283.1 33449 3653.2 2936.4 7006.1
22119 5698 5733 7224 576.2 5385 5375 6893 3702 1854 286.9
6507.6 1367.9 1930.0 1921.6 14389 1256.8 1664.6 1334.5 29434 2986.1 2348.0
1279 3793 2879 403.2 1258 1995 1183 2154 150.6 136.0 207.0
435 3904 5619 566.4 2486 35921 4004 6086 2853 76.2 2923
2945.8 1959.6 17054 23742 20745 18669 19876 1678.0 3213.8 1661.3 2426.2
1012.4 2644.5 2828.2 3956.8 1761.8 3200.7 2002.1 25914 15084 2120.3 3094.7
20242.3 6346.1 4895.6 6003.7 5882.8 5057.0 6020.2 54933 8910.7 6273.8 8107.6
57.8 9848 1758.6 1506.1 5225 8917 1163.0 1213.7 184.1 66.0 657.0
4955 25483 2268.0 2515.6 2137.7 2083.6 2104.7 2243.7 2631.1 3710.5 2585.0
208784 7523.2 78013 8853.8 65179 7886.6 7716.4 6897.7 93111 88655 111445
3422.9 42219 3699.0 3683.7 3502.6 3240.2 34385 3403.0 3559.8 24109 3902.1
797.5 2888.2 3031.0 3298.3 2540.0 3465.0 29358 32554 3045.1 5286.3 4038.0
7086.8 5006.0 4524.0 54403 4665.4 4208.2 4858.6 55225 4639.0 3158.0 5216.5
10980.8 4126.5 45415 4046.3 4881.8 3874.3 46311 4670.1 5416.1 3972.7 75215
6965.8 2546.4 2465.5 27344 2413.6 3183.2 26249 4012.2 2607.7 219.6 2805.2
41429 3926.9 42829 47152 4563.8 4583.1 5035.6 6343.5 6491.2 35548 74898
2329 6700 9014 9047 552.8 11131 802.6 10135 3044 446.8 904.7
469 4478 569.2 647.0 1395 689.0 3646 531.2 1016 69.7 337.0
566.7 4019.5 3852.7 46053 1769.8 3607.4 3170.3 68985 2190.7 1259.2 74282
454 4974 7514 10584 3255 5208 500.2 1092.3 1356 80.5 2816
9622.9 54749 5758.7 7239.4 5656.9 5073.6 5406.2 47689 8125.7 65943.9 7149.7
56.5 68.3 1733 82.9 49.5 88.3 78.2 70.2 54.2 26.7 54.3
842.7 20221 2653.6 2630.6 1326.2 1799.1 1614.2 2056.5 716.9 12294 14996
587.0 4699.1 5368.0 6343.1 4405.0 5519.4 5092.3 4833.1 4366.9 438354 5656.8
2778.3 12605 1055.4 1219.7 12724 14054 1351.1 12796 5423 440.6 4457
80.0 2023.7 2326.1 3058.6 1466.5 2550.1 19659.3 24111 1070.6 393.6 1987.3
408.8 2030.8 1980.3 228385 560.9 2133.2 1526.9 26469 976.4 542.7 4760.7
829 3326 321.7 3369 1288.4 4243 356.7 2645 86.9 62.0 177.7
856.4 21411 2051.5 21417 1535.2 2327.2 15104 29281 1780.7 660.8 1911.0
3134.0 8161.7 8063.8 8241.6 7079.2 6776.7 7109.1 8367.4 70824 4496.0 9161.0
6498.0 39799 4164.0 5577.5 3551.0 3567.7 3992.3 3483.6 4870.1 41152 55224
120.4 2091.9 2526.8 2572.4 27423 2995.5 2495.0 3996.1 2082.1 3045.7 23308
157.2 21954 1127.7 2300.5 1692.1 2132.7 2213.4 2310.1 12156 735.2 21775
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FM179904.1 gg_id:317544 Biogeochemical processes microbial Gullfaks and Tommeliten methane seeps (Nortt FM179
AY280405.1 gg_id:100364 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:

AJ575963.1 gg_i1d:95437 deep sea hydrothermal vent clone T3-Hot3-706 AJ575¢
AY531597.1 gg_id:100222 Indian Ocean hydrothermal vent clone SF_C23-B7_shell AY531!
AM176867.1 gg_id:161081 Recovery mangrove sediment clone SZB13 AM17¢

EU265795.1 gg_id:262084 epibiotic assemblage recently described Yeti Kiwa hirsuta { Kiwidae) surface crab hyc EU265
EU662602.1 gg_id:577333 Productivity- Chemolithoautotrophically Based Sulfidic Karst Systems floating microk EU662/
AB476188.1 gg_id:536599 Compositional and functional transition epibiotic microbial hydrothermal vent galath AB476:
AY197378.1 gg_id:83351 Guaymas Basin hydrothermal vent sediments clone BO1R006 AY197:
FJ535271.1 gg_id:544300 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
EF462600.1 gg_id:303123 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF462¢
EU265785.1 gg_id:277410 epibiotic assemblage recently described Yeti Kiwa hirsuta { Kiwidae) surface crab hyc EU265’

DQ394894.1 gg_id:151332 harbor sediment clone VHS-B1-11 DQ394
AY531575.1 gg_id:107689 Indian Ocean hydrothermal vent clone SF_C23-G4 AY531!
AY531585.1 gg id:103824 Indian Ocean hydrothermal vent clone SF_C23-C11_shell AYS531!
AY225614.1 gg_id:96015 iron-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-cs3 AY225¢
AB232530.1 gg_id:151369 Prokaryotic gills deep-sea hydrothermal vent shrimp gill Alvinocaris longirostris clone AB232!
DQ270645.1 gg_id:143843 hydrothermal carbonate chimney clone LC1133B-68 DQ270
AY531600.1 gg_id:104287 Indian Ocean hydrothermal vent clone SF_C23-C8 shell AY531¢
AY531591.1 gg_id:99285 Indian Ocean hydrothermal vent clone SF_C23-B1_shell AY531!
AY327882.1 gg_id:90455 surface vent snail foot clone SF_C4-D5 AY327:
AY225624.1 gg_id:97289 pumice fragments exposed to Mid-Atlantic Ridge vent clone AT-pp27 AY225¢
AF420351.1 gg_id:67787 hydrothermal sediment clone AF420351 AF420:
EU617859.1 gg_id:345356 Seasonal variation microbial Yel Sea sediment clone D135-42 EU617
FJ799124.1 gg_id:510696 Microbial Responsible Intermediates Degradation Anaerobic Digestion System Deterr FJ7991
AY225622.1 gg_id:97434 iron-rich substrate exposed to Mid-Atlantic Ridge vent clone AT-cs8 AY225¢
EF462801.1 gg_id:299935 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
DQ270655.1 gg_id:141448 hydrothermal carbonate chimney clone LC1404B-6 DQ270

FJ535259.1 gg_id:542712 within iron-containing flocculent mats submarine volcances along Kermadec Arc iron FJ5352
GQ167319.1 gg_id:562624 Microbial Life -13C Brine Ice-Sealed Antarctic ice-entrained brine 16.5 m Lake Vida ¢ GQ167
FJ535292.1 gg_id:551198 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
AF449253.1 gg_id:61855 Riftia pachyptila's tube clone R76-B151 AF449;
AY672522.1 gg id:99252 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH3_9 BAC_16SrRNAY672!
DQ071276.1 gg_id:140018 dominate filamentous sulfur mat 13 degree north field East Pacific Rise deep-sea hy DQ071
EF462733.1 gg_id:291526 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF4627
AY704398.1 gg_id:112176 oceanic crust clone FS275-77B-03 AY704:
AB440161.1 gg_id:549495 Farming and harvesting filamentous vent- galatheid crab (Decapoda; Anomura) vent AB440:
EF462696.1 gg_id:289073 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
AY531570.1 gg_id:106942 Indian Ocean hydrothermal vent clone SF_C23-H11 AYS531!
AB239758.1 gg_id:149235 filamentous epibiont Vulcanolepas osheai AB239’
FJ535270.1 gg_id:533833 within iron-containing flocculent mats submarine volcances along Kermadec Arc iron FJ5352
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587 1932.6 2637.7 2510.7 33454 29934 2569.3 4164.3 2155.0 4577.1 1903.2
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FJ535266.1 gg_id:569006 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
EU265789.1 gg_id:258893 epibiotic assemblage recently described Yeti Kiwa hirsuta ( Kiwidae) surface crab hyc EU265’
AM?268719.1 gg_id:232342 Fluid chemistry and microbial southern hydrothermal field (Lilliput) on Mid-Atlantic AM26¢
AF154091.1 gg_id:11137 hydrocarbon seep clone BPC056 AF154(
DQ071288.1 gg_id:139782 dominate filamentous sulfur mat 13 degree north field East Pacific Rise deep-sea hy DQ071
AB440162.1 gg_id:557961 Farming and harvesting filamentous vent- galatheid crab (Decapoda; Anomura) vent AB440
GQ261779.1 gg_id:573816 shifts taxa and response localized organic loading deep sea sediment whale falls clo1rGQ261
EF462627.1 gg_id:297366 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
EU487914.1 gg_id:538726 lucinid bivalve- symbiotic system: significance geochemical habitat on symbiont and EU487!
EF462714.1 gg_id:293356 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF4627

AB193955.1 gg_id:108919 deep-sea vent clone Sd-EB04 AB193
EF462827.1 gg_id:292616 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrothermr EF462¢
AY531571.1 gg_id:107097 Indian Ocean hydrothermal vent clone SF_C23-H10 AY531!
FJ535282.1 gg_id:538493 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
DQ394936.1 gg id:153573 harbor sediment clone VHS-B3-29 DQ394
AB188786.1 gg_id:113953 cold seep sediment clone 5B5-11 AB188’

FJ497361.1 gg_id:542661 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
AB278150.1 gg_id:177809 hydrothermal vent prokaryotes trapped 0.2- and 0.1-micro-m-filtrates obtained Mar AB278

AF121887.1gg id:11128 2-bromophenol-dehalogenating consortium clone 2BP-7 AF121¢
FM203396.1 gg_id:423805 Biogeography filamentous and epsilonproteobacterial ectosymbionts vent shrimp et FM203
EF061978.1 gg_id:190937 Xiamen China mangrove sediment clone XME34 EF061¢
AY327881.1 gg_id:88572 surface vent snail foot clone SF_C4-C4 AY327:

FJ497343.1 gg_id:549911 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
F1497347.1 gg_id:582544 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
GU180158.1 gg_id:537179 Impact coplanar PCBs on microbial activity anaerobic estuarine sediments sediment GU180
EU107476.1 gg_id:343167 Identification Ectosymbiont on Hair Inhabiting Hydrothermal Vents hair Shinkaia cro: EU107
EU662505.1 gg_id:571991 Productivity- Chemolithoautotrophically Based Sulfidic Karst Systems microbial mat : EU662!
EF462800.1 gg_id:293062 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462§&
FJ497375.1 gg_id:581955 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
GQ249549.1 gg_id:575344 Microbial anaerobic sediments Bay Cadiz {Spain) marine sediment: 12-14 cm layer ¢/ GQ249
FJ264679.1 gg_id:328542 Manganese and Iron Dependent Anaerobic Oxidation Methane methane seep sedime¢FJ2646
EF687491.1 gg_id:284524 Biogeochemistry iron- and sulfur-precipitating microbial mats (Nile Mediterranean) si EF6874
FJO905647.1 gg_id:545620 s Tonga-Kermadec iron oxide chimney-like structure on Volcano 19 Tonga Arc clone V FJ9056
AY531592.1 gg id:99437 Indian Ocean hydrothermal vent clone SF_C23-B12_shell AY531!
FJ497326.1 gg_id:571424 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
F1717162.1 gg_id:554142 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc FJ7171
FJ497317.1 gg_id:574124 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
FJ535287.1 gg_id:544443 within iron-containing flocculent mats submarine volcanoes along Kermadec Arc iron FJ5352
F1497276.1 gg_id:586842 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4972
EF061975.1 gg_id:175519 Xiamen China mangrove sediment clone XME6 EF061¢
AY672498.1 gg id:102927 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1_ 10 BAC_16SrIAY672:
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2615.2 2593.6 2367.0 2849.7 1965.6 2250.3 27343 2348.6 2607.8 1744.3 2654.1
146.1 5156 4979 597.2 3391 4784 3382 599.7 3396 93.1 304.7
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AF449251.1 gg_id:61858 Riftia pachyptila's tube clone R76-B78 AF449:

L35520.1 gg_id:11121 Alvinella pompejana L3552(
GU369898.1 gg_id:520798 and mats vents Arc white filamentous microbial mat photic shal hydrothermal vent 1GU369
AY327880.1 gg_id:88951 surface vent snail foot clone SF_C5-F8 AY327:

F1712566.1 gg_id:508922 Prokaryotic structure and sediments active submarine mud volcano (Kazan MV Sea) kFJ7125
DQY925872.1 gg _id:241522 Microbes and Thermal Gradients Temperature Hydrothermal Chimneys hydrotherm DQ925
EF462629.1 gg_id:295292 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherir EF462¢
GQ261802.1 gg_id:543184 shifts taxa and response localized organic loading deep sea sediment whale falls clo1 GQ261
AF420344.1 gg_id:67793 hydrothermal sediment clone AF420344 AF420:
DQ295602.2 gg_id:159750 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic spring Drin DQ295
FJ497396.1 gg_id:542332 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4973
EF462824.1 gg_id:302928 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrothermr EF462¢
AB187014.1 gg_id:101863 Suiyo seamount hydrothermal vent water 0.2Zmicro-m filterable fraction clone SSM-E AB187
AY542550.1 gg_id:114277 Gulf Mexico seafloor sediment clone GoM GB425 02B-9 AY542!
FJ902253.1 gg_id:571547 phreatic limestone sinkholes northeastern Mexico water column 32m deep cenote C: FJ9022
FJ264760.1 gg_id:339147 Manganese and Iron Dependent Anaerobic Oxidation Methane methane seep sedime¢FJ2647

AY355304.2 gg_id:101665 epibiontic clone C11-C9 AY355:
AB091292.1 gg_id:84230 Sulfurovum lithotrophicum str. 42BKT ABQ91.
AY672512.1 gg_id:103225 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH3_1 BAC_16SrR AY672!
AY531604.1 gg_id:104899 Indian Ocean hydrothermal vent clone SF_C23-F6 AY531¢
AJ132737.1 gg_id:20059 hydrothermal vent clone Top-147 AJ1327

AY672506.1 gg_id:107659 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1_23 BAC_16SrIAY672!
EU245507.1 gg_id:252330 Miniprimer new lens viewing world hypersaline microbial mat clone MAT-CR-M2-D11 EU245!
FJ165504.1 gg_id:539775 Microbially-enhanced Dissolution Karst Carbonates microbial biofilm Sonterra #8 well FJ1655
DQ295697.1 gg_id:160880 Epsilonproteobacteria terrestrial caves and springs floating microbial mat sulfidic grcDQ295
AF449236.1 gg_id:61874 Riftia pachyptila's tube clone R103-B37 AF449;
AY672537.1 gg_id:105096 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH9 6 BAC_16SrR AY672!
AJ969446.1 gg_id:158924 Microbial black smoker s Mid Atlantic Ridge ecological implications rock fragments ct AJ9694
GU390848.1 gg_id:530358 Dark hot springs: structure biofilms caves Acquasanta Terme (Italy) sulfidic cave stre GU390
AM745162.1 gg_id:292405 Impact oil er hydrocarbons on microbial and activity Gulf Mexico cold seep marine s AM74¢

AF420360.1 gg_id:67780 hydrothermal sediment clone AF420360.1 AF420:
AF420342.1 gg_id:67795 hydrothermal sediment clone AF420342 AF420:
AB105048.1 gg_id:93761 Hydrogenimonas thermophila str. EP1-55-1% AB105(
AY261811.1 gg_id:83596 UASB reactor granular sludge clone PD-UASB-2 proteobacterium AY261¢
DQ295692.1 gg id:161262 Epsilonproteobacteria terrestrial caves and springs floating microbial mat sulfidic grc DQ295
AY531574.1 gg_id:107543 Indian Ocean hydrothermal vent clone SF_C23-G7 AY531!
AB278149.1 gg_id:184732 hydrothermal vent prokaryotes trapped 0.2- and 0.1-micro-m-filtrates obtained Mar AB278
AB175498.1 gg_id:106632 Thioreductor micantisoli str. BKB25Ts-Y AB175:

EF467531.1 gg_id:213162 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°¢
FJ497432.1 gg_id:556468 Microbial Ecology Fe-rich Mats and Basaltic Rock American Samoa Vailulu'u Seamoun FJ4974
EF467559.1 gg_id:211322 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°5
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AY672540.1 gg_id:100136 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH9 5 BAC_16SrR AY672!
EF467581.1 gg_id:216198 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°5
AM?268717.1 gg_id:233206 Fluid chemistry and microbial southern hydrothermal field (Lilliput) on Mid-Atlantic AM26¢
AY280433.1 gg_id:106294 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:
DQ295651.1 gg_id:161606 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic cave strear DQ295
EF462765.1 gg_id:299712 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF4627
GU196200.1 gg_id:579980 Bioaugmentation improved recovery digesters after toxicant exposure lab-scale ana GU196
AB278151.1 gg_id:180340 hydrothermal vent prokaryotes trapped 0.2- and 0.1-micro-m-filtrates obtained Mar AB278

AY531573.1 gg_id:107393 Indian Ocean hydrothermal vent clone SF_(C23-G8 AYS531!
FJ799123.1 gg_id:584284 Microbial Responsible Intermediates Degradation Anaerobic Digestion System Deterr FJ7991
AJ441202.1 gg_id:57475 hydrothermal vent polychaete mucous clone P. palm C 140 Al4412

DQ295708.1 gg_id:160328 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic stream Mil DQ295
EF467511.1 gg_id:215667 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°5
FJ485355.1 gg_id:545841 microbial autonomous rover world's deepest phreatic sinkhole wall biomat El Zacator FJ4853
DQ228655.1 gg_id:141137 Microbial colonizing mineral surfaces within sulfide-microbial incubator clone CH2b1DQ228
EF462722.1 gg_id:296261 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherr EF4627
EU234099.1 gg_id:246280 receiving river and un techniques anaerobic process WWTP treating penicillin G prod EU234(

AJ576002.1 gg_id:98839 deep sea hydrothermal vent clone T6-Ph(07-983 AJ576C
GU390742.1 gg_id:517462 Dark hot springs: structure biofilms caves Acquasanta Terme (Italy) sulfidic cave stre GU390
AY082468.1 gg_id:67838 neutral pH mine biofilm clone 44a-B1-40 AY082:

AY280427.1 gg_id:101920 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:
EF467460.1 gg_id:205100 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF4674

AB198587.1 gg_id:135519 termite gut fluid and protists fraction clone RsC01-014 AB198!
DQ295656.1 gg_id:160561 Epsilonproteobacteria terrestrial caves and springs microbial mat sulfidic cave strear DQ295
AF286053.1 gg_id:29701 Helicobacter rappini W.Tee-Yu AF286(
AY571498.1 gg_id:114816 termite gut clone RsaHf427 AY571
GU369897.1 gg_id:528299 and mats vents Arc white filamentous microbial mat photic shal hydrothermal vent 1GU369
AY355299.2 gg_id:106198 epibiontic clone C11-E8 AY355;
EU662478.1 gg_id:557968 Productivity- Chemolithoautotrophically Based Sulfidic Karst Systems microbial mat : EU662:
AY578096.1 gg_id:105995 Helicobacter bilis str. KIS0O0 AY578(

AY251062.1 gg_id:103492 deep-sea hydrothermal biofilm Edmond vent field on Central Indian Ridge clone FT17 AY251(
EF462645.1 gg id:297781 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
AF449237.1 gg_id:61872 Riftia pachyptila's tube clone R103-B43 AF449;
EF467591.1 gg_id:214381 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°¢
AY672507.1 gg_id:107804 hydrothermal vent 9 degrees North East Rise Pacific Ocean clone CH1 25 BAC 16SrIAY672!
EF462782.1 gg_id:290493 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrothermr EF4627
EU662427.1 gg_id:579840 Productivity- Chemolithoautotrophically Based Sulfidic Karst Systems microbial mat : EU662:

U51874.2 gg _id:10979 Helicobacter sp. Dog-4 str. Dog-4; Eaton 1302 us187
DQ071280.1 gg_id:140620 dominate filamentous sulfur mat 13 degree north field East Pacific Rise deep-sea hy DQ071
AY531583.1 gg_id:103545 Indian Ocean hydrothermal vent clone SF_C23-F3 AY531!

GU390798.1 gg_id:516081 Dark hot springs: structure biofilms caves Acquasanta Terme (Italy) sulfidic cave stre GU330
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419 2089 2554 2952 3231 231.8 327.1 1970 70.5 2457 120.2
1021.5 3796.6 4681.2 4987.2 3477.5 4096.7 4046.0 41404 62258 3160.7 5134.1
1468.9 15918.1 2118.2 2037.4 2169.3 18619 3174.2 1987.0 15127 21400 1535.1
315 5396 7948 4932 4889 501.7 4174 5528 1912 60.7 4593
6174.3 4053.3 47153 5709.5 2616.4 3771.3 3221.1 4350.0 4308.4 3236.8 3986.0
7517.9 3658.2 3551.4 3848.1 38254 3215.0 34717 2922.2 46080 3732.3 6347.7
3427.6 23949 2855.7 3033.8 2334.2 21624 41543 22524 29788 1024.6 2119.1
336 1942 4422 446.0 1475 3568 1763 186.6 74.4 37.3 2218
64.8 297.2 3213 3656 2240 5184 2040 264.2 83.1 839 165.0
418.9 3388.8 3853.6 3057.6 1290.2 2862.2 2187.5 31758 16415 913.8 3768.7
29.0 18.5 17.3 21.9 12.6 15.6 22.5 20.5 12.7 11.0 19.0
59.0 859 1477 1710 28.0 615 1733 1145 29.9 34.9 63.9
773.8 16343 2075.1 1970.2 1766.2 3286.8 1504.0 1802.8 953.8 1170.8 17414
3221.8 4558.4 5104.8 5572.6 29954 4829.3 4025.7 4340.2 5722.8 3996.6 57114
7960.4 1876.9 1698.4 1749.1 1926.1 25326 1624.7 16324 2812.7 1696.5 32094
4180.8 2546.8 3292.8 33264 3704.0 2638.0 3092.1 3005.5 17419 1090.2 33398
130.6 33194 2695.2 3573.1 3059.5 3258.0 3138.8 32181 2566.6 6089.1 282459
46.0 2008.1 25724 2614.3 1020.2 15959.1 2037.7 22204 1022.8 12283 2699.0
1877.2 5032.7 12989.7 3802.9 1318.5 4268.7 2279.5 4382.1 2012.2 560.8 58544
510.4 5033.2 3828.7 33288 3077.1 39619 4604.2 38109 45854 3122.1 3351.7
37.1 3591 4457 2765 1304 3448 1623 1996 87.1 69.4 216.3
1259.7 4744.1 43544 47599 39039 7663.6 37789 4403.7 2516.7 23442 3875.1
32.7 51.5 82.3 85.3 42.4 50.2 32.8 52.4 36.3 22.4 35.3
51.5 56.8 40.0 36.4 25.3 81.1 62.2 37.7 11.7 13.4 22.6
409.9 41719 52457 5511.8 5351.3 42019 5037.3 6276.7 3232.8 17334 5068.7
30.4 38.6 63.1 74.2 38.3 38.0 333 37.1 30.4 16.5 29.6
82.0 59774 5477.3 6790.8 2882.3 6463.5 5092.1 5450.2 4020.9 1310.1 69536
66.4 4420 6347 6365 1897 4849 4001 4518 1584 149.2 5478
3072.8 4431.0 4964.7 47269 3377.6 4621.7 4984.2 4017.6 42285 2483.9 5686.5
25878.5 77255 7984.6 8294.2 8021.3 75755 7937.6 7169.1 120825 7238.1 10554.2
50.0 843.1 1138.1 15754 4436 10664 3333 5976 168.1 113.2 5094
2822.3 3717.0 3543.4 3826.2 3609.2 40585.1 44259 4588.1 31583 45871.1 47286
150.8 1094.0 14920 S542.7 5350 4656 6155 8725 1585 82.8 1411.7
36.1 160.2 1873 2228 4417 1281 424 1410 1254 29.7 1195
3840.3 49128 5017.3 5821.1 4401.2 5258.0 5402.7 5879.3 3751.6 3404.4 6868.3
302.7 2379.0 24594 27753 2886.1 25541 128874 25821 15644 1572.6 25750
469 1551 2084 2439 1203 3412 12859 180.0 759 2180 42.2

377.3 26919 34714 4297.8 5503.4 2763.8 5843.0 40352 1727.1 19856 2931.1

45.2 6782 4653 5033 7657 562.8 11933 6119 1933 83.0 2285
3363.9 7237.8 69745 7182.1 4369.7 64335 48085 6080.3 63758 7840.8 68425
3210.8 7171.3 6974.1 7108.1 52981 6613.4 53343 6069.8 6944.8 6533.8 8187.0
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AY510213.1 gg_id:110174 microbial mat cave sulfidic spring clone LKC3_159.12 AY510:

AY578099.1 gg_id:106472 Helicobacter bilis str. KO214 AY578(
AF420347.1 gg_id:67790 hydrothermal sediment clone AF420347.1 AF420:
EF467570.1 gg_id:212152 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°¢
AF420343.1 gg_id:67794 hydrothermal sediment clone AF420343 AF420:
AF449232.1 gg_id:61877 Riftia pachyptila's tube clone R103-B18 AF449:
GQ355026.1 gg_id:565854 structure between two geochemically distinct springs Alum Rock Park spring clone NGQ355
L35522.1 gg id:11150 Alvinella pompejana epibiont L3552

AJ969465.1 gg_id:157898 Microbial black smoker s Mid Atlantic Ridge ecological implications rock fragments ct AJ9694
EU864466.1 gg_id:334109 structures under selection pressure levels antibiotics Xiao River receiving treated oxy EU864-
EF644836.1 gg_id:300292 genes and citrate lyase deep-sea microbial MAR Rainbow hydrothermal vent system EF644¢&
EF467464.1 gg_id:213273 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF4674
EF467519.1 gg_id:205825 situ microelectrode voltammetry sulfur-oxidizing biofilms Frasassi sulfidic cave strear EF467°5
GU390782.1 gg_id:516622 Dark hot springs: structure biofilms caves Acquasanta Terme (Italy) sulfidic cave stre GU390
AY766315.1 gg_id:108123 V(2.2 hydrothermal chimney Snake Pit site on mid Atlantic ridge clone 3 AY766:
GU390711.1 gg_id:515047 Dark hot springs: structure biofilms caves Acquasanta Terme (Italy) sulfidic cave stre GU390
AY280435.1 gg_id:106612 exterior deep-sea hydrothermal vent sulfide chimney Juan de Fuca Ridge Pacific Oce: AY280:

NC _005090.1 gg_id:93903 Wolinella succinogenes str. DSM 1740 NC 00
AF273252.1 gg_id:29152 Wolinella succinogenes str. SeR-1 AF273:
AF068812.2 gg id:11156 hydrothermal vent clone VC2.1 Bac12 AF068¢
AY691429.1 gg _id:106012 Caminibacter sp. str. TB-1 AY691
NR_028943.1 gg_id:571654 Caminibacter hydrogeniphilus str. AM1116; DSM 14510 NR_02
AF299128.1 gg_id:40818 S17sBac34 complete clone AF299:
AF068804.2 gg_id:11155 hydrothermal vent clone V(2.1 Bac30 AF068¢
ABCJ01000004.1 gg_id:243079 Caminibacter mediatlanticus str. TB-2 ABCJO]
NR_028999.1 gg _id:579615 Caminibacter profundus str. CR; DSM 15016 NR 02
CP001279.1 gg_id:528797 Nautilia profundicola str. AmH CPOO1:
NR_025497.1 gg_id:566284 Nautilia lithotrophica str. 525; DSM 13520 NR_02
AMS937002.1 gg_id:260087 Nautilia abyssi str. PH1209 AMB937
AP009178.1 gg_id:247747 Nitratiruptor sp. str. SB155-2 APQO9:
AB175499.1 gg_id:106788 Nitratiruptor tergarcus str. Mi55-1 AB175.
AB167820.1 gg_id:136358 Lebetimonas acidiphila str. Pd55 AB167
EF462830.1 gg_id:302768 meta-genome level extreme microbial symbiosis dorsal surface deep sea hydrotherm EF462¢
AY830901.1 gg_id:109592 Acidithiobacillus thiooxidans str. OYCS3 AY83(
DQ431197.1 gg_id:156297 Acidithiobacillus caldus str. YNO6 DQ431
FJ154522.1 gg_id:556258 Acidithiobacillus caldus str. Da FJ1545
AF329205.1 gg_id:33408 Acidithiobacillus ferrooxidans str. ATCC23270 AF329:
DQ646482.1 gg id:257953 Acidithiobacillus ferrooxidans str. DX-AF-1 DQ646
D0Q646485.1 gg id:238863 Acidithiobacillus ferrooxidans str. DX-AF-4 DQ646
EU079375.1 gg_id:243219 Acidithiobacillus ferrooxidans str. NF-01 EUO79:
AB039820.1 gg_id:19750 Acidithiobacillus ferrooxidans str. NASF-1 ABO39
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AF362022.1 gg_id:53544 Acidithiobacillus ferrooxidans str. ATCC 19859

EF015577.1 gg_id:177741 Acidithicbacillus ferrooxidans str. SRHGR
DQ321746.1 gg_id:148463 Acidithiobacillus ferrooxidans str. yunnanl
DQ909079.1 gg_id:170265 Acidithiobacillus ferrooxidans str. ¢
GU167981.1 gg_id:583008 Acidithiobacillus ferrooxidans

AF359940.1 gg_id:21015 Acidithiobacillus thiooxidans str. KCTC 8929P
AJ879995.1 gg id:127417 Acidithiobacillus ferrooxidans str. B4
DQ529311.1 gg id:301400 Acidithiobacillus ferrooxidans str. DBS-1
EU250259.1 gg_id:241484 acid mine drainage clone GXDC-45

AF362(
EF015E
DQ321
DQS09
GU167
AF359¢
AJ879S
DQ529
EU250:

EF446188.1 gg_id:210453 Prokaryotic and Ecology Floating Macroscopic Filaments Extreme Acidic River Rio Tint EF4461

FJ946877.1 gg_id:567607 Acidithiobacillus ferrooxidans str. NK-16
AY552091.1 gg_id:147725 Acidithiobacillus sp. str. CASQ22

FJ9468
AY552(

FJ890908.1 gg_id:574423 Microbial heap: implications model and control process -grade copper bioleaching he: F18909

EF612419.1 gg_id:248238 historic semiarid lead-zinc site mine tailings clone K6-C19 EF6124
EF059761.1 gg_id:188237 Acidithiobacillus ferrooxidans str. CHMS EF0597
X75266.1 gg_id:7484 Acidithiobacillus ferrooxidans X7526¢
FJ154519.1 gg_id:539257 Acidithiobacillus ferrooxidans str. F6 FJ1545
AMS502930.1 gg_id:241149 Acidithiobacillus ferrooxidans str. LMT1 AMS502
EU084698.1 gg_id:254158 Acidithiobacillus ferrooxidans str. DGS EU0O84
DQ159176.1 gg_id:139484 Wetland System Treating Acid Coal Mine Drainage wetland clone AMD 636 DQ159
EU250217.1 gg_id:253906 acid mine drainage clone GXDC-3 EU250:
AJ459801.1 gg_id:66601 Thermithiobacillus tepidarius str. DSM 3134 AJ4598
AJ458408.1 gg_id:67017 Aeromonas encheleia str. LMG 16328 AJ4584
AJ458416.1 gg id:67011 Aeromonas encheleia str. E195 =5 191 Al4584
FJ940842.1 gg_id:419066 Aeromonas enteropelogenes str. CRX104 FJ9408
FJ940843.1 gg_id:465898 Aeromonas enteropelogenes str. CRX105 FJ9408
FJ940844.1 gg id:457890 Aeromonas enteropelogenes str. CRX203 FJ9408
FJ940845.1 gg_id:394895 Aeromonas enteropelogenes str. CRX207 FJ9408
FJ966347.1 gg_id:411204 Aeromonas veronii str. 5CB1 FJ9663
FJ940820.1 gg_id:455969 Aeromonas veronii str. LNC205 F19408
FJ940816.1 gg_id:401894 Aeromonas jandaei str. LC208 FJ9408
EU770282.1 gg_id:320191 Aeromonas veronii str. IH118 EU770:
AB032088.1 gg_id:9365 Aeromonas hydrophila str. Ef1L1 ABO32(
AF157690.1 gg_id:9454 Aeromonas media str. 86352 AF157¢
AY900170.1 gg_id:143274 Aeromonas hydrophila str. PCAQ081 AY900:
FJ940831.1 gg_id:449999 Aeromonas media str. pW28 F19408
EU488683.1 gg_id:545213 Aeromonas media str. 974a EU488!
FJ168773.1 gg_id:559246 Aeromonas media str. 480a FJ1687
AF418218.1 gg id:59117 Aeromonas media 5 AF418:
GQ470996.1 gg_id:546104 Aeromonas hydrophila str. HQ070610B-1 GQ470
AM262152.1 gg_id:158666 Aeromonas media str. CDC 0862-83 AM262
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2636.2 3088.4 3191.2 3302.1 2593.0 2854.8 3066.1 2610.5 6292.1 32025 44978
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193.0 5308.9 4027.3 4634.3 3352.0 6073.0 1996.4 57259 6350.6 14201.3 3236.9
1511.0 8257.2 7795.6 9024.1 6986.7 10047.0 3567.8 9144.8 8807.7 17409.5 6633.3

161.1 441S9.1 31159 3456.4 2207.6 5403.6 1104.7 4506.6 5620.1 13733.4 2467.5

101.3 3755.1 26494 2598.2 1680.6 4775.3 591.8 3567.2 43741 12828.4 1620.3
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429.2 8078.7 7778.7 8887.8 8266.2 11355.7 3502.6 9632.7 7366.1 20517.6 5456.7
587.0 87189 8384.8 09551.6 8634.0 11829.1 3503.0 10184.3 8222.4 21188.1 6129.7
531.4 86595 8193.7 9486.1 8578.4 11695.1 3862.5 10038.7 8293.0 21173.7 6163.1

3312 72963 68103 76516 6862.6 9760.2 2401.8 8227.1 7507.7 18505.6 5160.1
468.1 9189.6 8479.1 9751.0 8473.1 12058.0 3272.8 9975.8 8591.2 21473.9 6456.6

85.3 3763.7 4615.9 6026.7 4626.8 6723.2 1144.2 6338.0 3620.1 13506.3 26425

337.7 89219 8209.4 9304.0 8143.8 12106.7 2726.9 9247.5 7139.0 20928.1 56124
589.3 9078.0 8728.7 9952.4 8666.3 12245.0 3463.3 10307.7 &8369.3 22214.5 6542.5
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AM184282.1 gg_id:161440 Aeromonas hydrophila str. WAB1943
FJ940794.1 gg_id:423232 Aeromonas media str. 4LNC208
FJ494900.1 gg_id:424847 Aeromonas hydrophila str. B27
AF468055.1 gg_id:28522 Aeromonas hydrophila str. 45/90
EU488681.1 gg_id:543209 Aeromonas media str. 83a
AM262150.1 gg_id:157051 Aeromonas media str. V69
EU669667.1 gg_id:306838 Aeromonas hydrophila

AF468056.1 gg_id:42667 Aeromonas hydrophila str. 4AK4
GU174503.1 gg_id:583380 Aeromonas media str. 2CCH201
AY532688.1 gg_id:99610 Aeromonas molluscorum str. 93M
GQ845452.1 gg_id:592308 Aeromonas schubertii str. HYS1
GQ844302.1 gg_id:589738 Aeromonas schubertii str. HYL2
GQ844301.1 gg_id:580340 Aeromonas schubertii str. HYK1
GQ860945.2 gg id:559436 Aeromonas simiae str. MDC 54
AF150699.1 gg_id:47441 Elbe River snow isolate Iso19neu Iso19neu_1356 snow
FJ233860.1 gg_id:313618 Aeromonas jandaei str. AE25
EF634211.1 gg id:236518 Aeromonas bv. veronii str. 2T2C70
EF634212.1 gg_id:248791 Aeromonas bv. veronii str. 2T2C72
DQ166946.1 gg_id:153877 Aeromonas hydrophila str. S-1
AY966888.1 gg id:115178 Aeromonas punctata str. HC960704-1
AM931169.1 gg_id:271869 Aeromonas salmonicida str. 242-Hgo
AF170914.4 gg_id:9385 Aeromonas culicicola str. MTCC 3249
EU918692.1 gg_id:347086 Pasteurella multocida str. SXXG0802
AB027005.1 gg_id:9445 Aeromonas salmonicida str. NI-441 T83-k-sw-2 15-205
EU770278.1 gg_id:327136 Aeromonas veronii str. IH101
EU770304.1 gg_id:316400 Aeromonas veronii str. MW17
FJ940826.1 gg_id:448981 Aeromonas hydrophila str. pWw14
AY987773.1 gg_id:186571 Aeromonas media str. CDC 0862-83
AY987741.1 gg_id:198899 Aeromonas hydrophila str. -32
FM999979.1 gg_id:516755 Aeromonas popoffii str. LMG 17546
EU770292.1 gg_id:328368 Aeromonas veronii str. 1G309
EU770270.1 gg_id:308207 Aeromonas veronii str. HH104
EU770296.1 gg_id:316179 Aeromonas punctata str. ME15
AY928478.1 gg_id:138908 Aeromonas veronii bv. Sobria str. A155
DQ817276.1 gg_id:170303 mouse cecum clone aaa71g08
FJ494905.1 gg_id:370966 Aeromonas veronii str. 08004
EU770309.1 gg_id:352788 Aeromonas veronii str. WS03
AY928475.1 gg_id:138989 Aeromonas veronii bv. Sobria str. CDC0437-84
FJ233858.1 gg_id:323934 Aeromonas allosaccharophila str. AE35
EU770271.1 gg_id:317346 Aeromonas veronii str. HQ103
FJ940797.1 gg_id:414411 Aeromonas punctata str. 4LNC310
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1396.9 10122.4 9560.8 11404.7 9440.6 12134.8 5706.7 11571.1 10670.5 21263.1 8994.0
242.0 7090.6 7617.5 84829 5128.7 96049 2086.2 8348.6 7656.1 16334.3 50694
1337.2 9210.9 8760.0 10235.2 8526.1 11358.9 4995.4 10577.4 92945 20385.8 7756.2
515.9 8664.8 8113.7 9500.0 8470.2 11745.2 3605.4 10085.0 8310.3 21169.7 6158.0
2129 7751.7 6814.2 8056.3 7357.0 9644.7 2968.8 8889.0 7635.0 18846.9 5271.7
617.8 9147.0 S5143.6 10552.8 8735.6 12346.1 3877.3 10954.5 9454.1 22463.2 71204
465.7 9116.9 8564.1 9531.3 8304.8 12290.2 3186.1 9366.6 7566.1 21009.4 6046.0
73435 6725.6 6686.9 7396.2 7569.1 8241.7 5894.9 75659.2 8080.8 15207.2 6563.0
565.3 6089.3 6406.3 6887.7 6423.8 7701.2 3802.6 79159 6325.9 12704.2 5560.9
630.2 8031.8 7165.2 9351.7 6623.3 8809.6 4066.8 11178.0 8502.2 17871.0 69104
518.2 6903.6 64359 7319.7 4450.9 7233.2 30355 8094.0 7751.1 13826.2 5356.8
554.5 7450.0 6786.4 7861.0 5319.1 7803.9 3678.5 8572.1 8169.6 14837.5 5957.6
623.7 79335 6917.2 5820.2 5617.3 6867.8 43833 63424 8825.2 11875.4 4828.8
2617.3 4597.0 4544.6 5326.0 37209 5574.8 20439 6522.5 64944 112583 3507.4
§759.9 9851.1 8875.3 10183.3 7850.1 108474 5248.4 11057.7 10513.0 20435.8 8317.5
341.4 9326.1 72904 9797.1 6343.2 8803.5 4689.8 10463.9 99925 19264.3 7088.0
631.8 9851.1 &8712.1 10140.1 7145.7 10177.4 4624.8 11142.2 11136.8 19360.9 8257.0
481.3 9350.8 8206.6 9626.6 6864.3 9730.1 4379.4 10715.4 10608.4 18770.0 7735.5
487.5 10088.5 8996.4 10771.2 7821.6 10578.7 5214.9 11875.6 10831.2 20433.0 82122
1190.0 8616.9 7410.6 8048.8 6633.1 84105 6630.3 87359 96453 14762.8 69958
19914.5 7387.1 79334 8573.2 6600.7 8704.2 74054 8684.1 8711.2 13609.7 9591.0
1485 4619.2 2646.3 3175.5 3064.2 6458.5 22441 4808.3 3933.1 16311.4 2646.3
285.7 5480.2 5875.8 6767.3 3859.9 8594.1 2040.2 7228.5 5810.3 13129.6 4230.8
6560.0 6025.5 6181.9 725855 6119.1 6540.1 43499 6585.0 62465 9567.3 5494.7
1613.5 10170.2 9050.0 10954.4 8345.8 11014.8 5629.4 11627.9 11080.6 20170.7 9314.1
888.8 9605.0 8324.5 9823.1 7613.0 10199.5 4587.7 10433.6 10149.4 18540.3 8158.8
233.6 47148 46935 58115 3769.2 6558.1 1600.5 5924.1 4327.6 11550.8 3286.4
513.0 8168.0 7541.1 8688.5 8155.8 11113.8 3462.6 9442.2 7317.1 20306.1 5536.3
92.8 8162.2 6579.4 7589.2 5042.2 8344.3 2094.8 8419.6 7915.0 17215.3 5002.3
4754 7963.6 7357.6 9485.0 6770.0 8829.7 4206.3 11285.3 8163.5 179243 6708.1
676.6 4947.0 4176.9 5648.0 4964.9 54718 45525 51713 46855 9802.0 45320
268.0 77829 6362.9 7370.6 46055 73084 3587.4 9221.3 8563.4 16665.0 56634
251.6 4888.2 4659.0 62315 4043.8 6316.0 3315.2 5307.0 3436.8 11850.5 3900.2
842.0 11001.2 9720.4 11816.8 8372.8 11110.1 5712.2 12591.1 12458.7 22282.8 95515
2168.2 3255.0 3410.9 3694.8 3278.0 48225 21239 4283.0 2974.0 10479.8 2695.0
794.6 9310.1 7520.3 9346.1 6588.6 9661.0 4783.6 10096.7 95619.7 18026.7 7690.7
221.0 4978.2 45344 52903 4081.2 5417.4 4095.0 6239.5 5286.0 13469.1 46429
4435 10431.8 9242.7 11165.2 7964.0 10853.2 5318.9 12051.9 10510.7 215524 81219
384.4 9721.8 8420.2 103393 6854.8 5682.9 4387.9 11420.7 10601.4 20317.8 7701.6
15326.3 8397.8 7805.8 87435 65903.1 8466.6 5896.2 8789.2 9478.0 16179.5 7676.2
320.8 4989.5 4931.0 59256 3564.9 7208.8 1674.8 61591.8 4440.1 14038.1 342583
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AB211226.1 gg_id:115351 Aeromonas culicicola str. NKCM8903
AY928471.1 gg_id:139267 Aeromonas veronii bv. Sobria
FJ940834.1 gg id:445987 Aeromonas veronii str. CHS102
GU227144.1 gg_id:592870 Aeromonas hydrophila str. CDB34
EU770301.1 gg_id:334017 Aeromonas veronii str. MS14
AY987747.1 gg_id:193639 Aeromonas media str. 345
GU187060.1 gg_id:532655 Aeromonas sobria str. 2CCH202
AY827493.1 gg_id:109974 Aeromonas hydrophila str. HC010916B-1
FJ544348.1 gg_id:409049 Aeromonas punctata str. ji5
FJ940800.1 gg_id:423025 Aeromonas punctata str. 4pM02
AJ223180.1 gg_id:9389 Aeromonas popoffii str. LMG 17542
EU916707.1 gg_id:316818 Aeromonas veronii str. 3r
FJ233856.1 gg_id:307855 Aeromonas hydrophila str. AE29
GU205194.1 gg_id:544819 Aeromonas hydrophila str. JNC1203
EF634209.1 gg_id:257451 Aeromonas veronii str. 2T2C61
EU770294.1 gg_id:353489 Aeromonas veronii str. 1Q321
X60417.1 gg_id:9431 Aeromonas sp str. ATCC 35941
EF669478.1 gg_id:252619 Aeromonas hydrophila str. HC060718-1
AF005256.1 gg_id:9416 Aeromonas sp. str. MR-64

AY987744.1 gg_id:177411 Aeromonas veronii bv. Sobria str. -50
GQ304779.1 gg_id:538852 Aeromonas enteropelogenes str. A3
FJ494902.1 gg_id:463706 Aeromonas veronii str. 08001
AY264937.1 gg_id:102248 Aeromonas hydrophila str. ATCC 7966
FJ940819.1 gg_id:391916 Aeromonas veronii str. LNC203
EF645799.1 gg_id:237066 Aeromonas hydrophila HL0O60811-3
GU205198.1 gg_id:555360 Aeromonas punctata str. JAG4
D0Q817289.1 gg id:172125 mouse cecum clone aaa72c05
AY538658.1 gg_id:101689 Aeromonas hydrophila str. HY03
FJ940817.1 gg_id:467491 Aeromonas veronii str. LC211
GU296671.1 gg_id:546546 Aeromonas hydrophila str. ANSE1
FJ440680.1 gg_id:543987 Aeromonas hydrophila str. cctsl
FJ940839.1 gg _id:447408 Aeromonas hydrophila str. CLX208
AF108136.1 gg_id:44568 Aeromonas salmonicida

FJ233865.1 gg_id:337058 Aeromonas bv. veronii str. AE10
FJ940835.1 gg_id:440842 Aeromonas veronii str. CHS105
AY987776.1 gg_id:179474 Aeromonas punctata str. ACVM
FJ544359.1 gg_id:388323 Aeromonas punctata str. ji22
GU205193.1 gg_id:561913 Aeromonas punctata str. JINC1003
GQ284535.1 gg_id:576068 Aeromonas sp. str. PCSAS2-31
FJ940830.1 gg_id:371339 Aeromonas jandaei str. pWw23
EF077527.1 gg_id:193001 Aeromonas hydrophila

AB211.
AY928:
FJ9408
GU227
EU770:
AYS87
GU187
AY827
FJ5443
FJ9408
AJ2231
EUS16
FJ2338
GU205
EF634-
EU770:
X6041’
EF669<
AF005:
AY987
GQ304
FJ4949
AY264¢
FJ9408
EF6457
GU205
DQ817
AY538¢
FJ9408
GU296
Fl4406
FJ9408
AF108:
FJ2338
FJ9408
AYS87
FJ5443
GU205
GQ284
FJ9408
EFO77E

ED_004625A_00011069-17023



16553.9 10615.5 8633.5 10236.2 81214 93324 8048.9 10549.1 13517.0 17438.6 11036.7
669.1 9830.2 8724.4 10699.3 7587.0 10084.8 4585.2 11982.6 10929.0 20581.2 8221.0
106.7 3865.4 2656.4 2659.9 2538.2 6147.8 1615.0 4113.3 2881.2 15765.6 1953.6
320.1 5875.2 54353 64205 4756.7 7551.3 27285 7540.3 5642.2 15525.9 4540.3
2146.3 6939.8 6350.3 7612.6 5600.3 6510.4 5558.0 7637.0 10743.0 13026.3 6654.2
256.7 71251 6515.0 7296.3 54804 87446 17879 7624.0 61593 15755.1 44541
912.5 8551.1 7749.1 99543 6616.2 91714 35902.8 11383.7 95851.1 18177.7 7938.1
347.3 8802.3 8009.5 9966.5 6402.9 9640.6 3840.9 11274.2 9507.0 19134.1 6987.0
109.6 2750.5 2275.6 2610.9 1668.8 4468.1 799.2 3057.0 2327.8 10260.0 1848.7
257.3 5748.1 5125.8 5719.8 46135 7673.1 32253 6068.6 4851.6 17754.2 47143
3873.8 8201.0 7789.0 9646.7 7403.4 9361.5 5625.3 10892.0 10536.2 16304.8 8293.7
828.9 10608.4 9134.0 10852.7 8084.2 10833.4 5576.8 11288.0 11034.1 20206.4 8511.0
442.1 9042.1 8198.4 9430.7 8218.7 121575 2914.8 9336.4 7695.0 20694.7 5952.9
209.0 7081.0 6830.7 8359.6 7103.9 9356.8 2816.7 81264 5892.1 174789 46954
756.6 9860.5 8477.4 99187 7555.8 10419.2 4510.5 10806.9 10014.3 198129 8013.2

4399.8 8707.1 7580.8 9054.2 7708.4 8730.7 6359.8 9875.2 9744.4 15971.1 8653.0
929.6 7061.1 6653.7 8223.9 5399.6 7789.0 3466.2 9576.6 6799.5 15677.5 5924.7
192.8 72747 7166.5 8788.2 7213.5 94951 28451 8555.7 5893.8 17833.7 46474

7994.3 9399.6 9286.0 104343 7966.7 9410.4 8077.3 10103.6 11674.9 14374.0 10445.9
537.2 6656.6 5759.1 6244.2 4891.7 6696.4 4355.0 6758.4 7300.7 13385.0 54884

26844.7 10105.3 10636.8 10815.6 12358.2 10720.4 10959.1 10383.2 15325.8 15505.3 10078.7
824.4 9809.7 8481.3 9956.4 7565.5 10311.7 4507.4 10703.9 9955.4 19482.8 8022.6
163.2 6675.8 6429.0 7065.0 6592.9 9516.7 2416.5 7277.5 5264.7 16129.2 3874.7
558.5 7446.3 6715.9 8035.7 55724 7981.1 3593.8 8880.1 8564.1 15664.1 6148.6
92.2 3274.0 2440.8 3090.7 1936.3 2875.3 1741.6 4289.7 3008.6 73509 21998
138.0 6811.7 5425.2 6407.8 3650.4 7241.2 1540.1 7620.5 6063.3 16064.5 4121.8
527.7 4749.6 4557.4 5566.6 4162.9 6382.7 30909 60823 8078.9 118353 46774

24343.2 10915.4 10447.6 12092.9 11908.6 12057.0 10939.8 11729.7 110859.9 18347.4 10924.6
815.8 9756.5 8107.2 9874.2 7477.9 103454 4880.7 10708.9 10184.3 19031.4 8106.9
163.7 6554.4 6970.1 7681.8 6024.2 8378.4 3688.8 82354 55053 140591.2 4517.1
1408.8 10160.3 9623.6 11570.8 9292.8 12187.3 5652.5 11764.6 10826.7 21942.2 8774.3
859.7 7991.0 8080.5 89235 6052.9 9425.0 38485 8800.3 8047.3 152958 74114
2388.5 6747.1 6084.0 8050.0 6408.8 7007.4 4586.6 95021.4 6113.7 13983.7 5543.0
32313 7044.2 57745 61829 46234 6106.2 4643.1 6704.0 7284.6 11920.3 5848.5
156.3 6312.5 45814 5082.6 33719 53749 3108.8 6402.7 7110.2 13019.0 3873.7
302.8 5698.8 4676.5 5304.7 37327 80554 1661.0 6485.3 5202.7 18121.5 3626.1
101.1 2439.7 21073 2399.7 1654.1 4020.6 768.7 2699.4 21743 10040.8 1499.5
71.2 8239.7 6545.5 7615.1 5010.3 7795.1 2620.5 8837.6 7871.6 18644.7 5281.3
185.2 5721.4 57154 5855.6 27819 5980.4 17835 6393.4 79353 11214.7 4251.2
246.4 6537.0 4934.8 6679.3 4699.1 7218.2 34889 7735.8 6599.5 16242.5 4901.6

5733.3 9797.5 8353.7 10416.1 9058.3 93434 8303.1 10783.1 10471.5 15692.0 8509.7
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10346.3
10933.3
3005.7
6400.9
7196.0
7642.8
10144.1
9571.3
2616.8
6456.1
9952.7
10680.2
9640.1
9047.1
10083.0
9528.4
7896.4
9508.1
8562.9
6394.3
9480.8
10074.4
8158.3
8214.9
3849.2
7436.8
4771.9
11254.6
10051.5
8949.7
11855.2
8296.2
8425.8
6709.1
5931.2
5350.9
2399.2
8924.8
6024.3
6562.6
10048.7

9951.4
10492.1
2626.1
6760.8
7295.3
7357.4
10580.0
9771.6
2592.8
5678.7
9573.3
10257.5
9251.5
9235.4
9659.2
9189.4
9116.3
9303.8
10466.2
7073.8
11215.0
9671.5
7534.3
8117.4
3278.7
6217.7
5876.5
12402.8
9669.5
8020.8
11107.0
9067.0
9299.6
6287.6
5787.8
5419.7
2406.2
6865.8
6578.1
5846.3
9305.1

7803.8
7269.9
1722.4
5308.6
5268.3
4071.7
8809.8
6840.5
1723.6
4193.7
8890.9
7219.0
6115.4
7177.6
6575.0
6918.5
7226.2
7197.9
5006.7
4989.5
9191.8
6664.6
4683.9
5015.7
1859.2
3285.9
2676.4
9958.8
6903.9
5765.3
8729.1
6210.9
8510.0
3882.4
3156.9
3975.5
1618.9
3803.0
3272.7
4668.2
8934.4
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S_
S_.
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S_
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S_
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S_
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unclassified
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GQ141871.1 gg_id:380451 Aeromonas hydrophila str. petra-14
FJ940812.1 gg id:454082 Aeromonas punctata str. CC104

GQ470995.1 gg_id:581754 Aeromonas hydrophila str. HQ070610A-1

GU205201.1 gg_id:576517 Aeromonas media str. JHSO7
FJ233866.1 gg_id:313306 Aeromonas schubertii str. AE2
AF418217.1 gg id:59115 Aeromonas media 4

AM184224.1 gg_id:161336 Aeromonas veronii bv. Veronii str. WAB1882

X74674.1 gg_id:9452 Aeromonas punctata str. ATCC 15468T
AY928477.1 gg_id:151083 Aeromonas veronii bv. Sobria str. A155
FJ940796.1 gg_id:433024 Aeromonas punctata str. 4LNC309
AY987745.1 gg_id:188420 Aeromonas jandaei str. -51
FM999978.1 gg_id:531043 Aeromonas popoffii str. LMG 17545
FJ233863.1 gg_id:333045 Aeromonas bv. veronii str. AE34
GU296672.1 gg_id:591386 Aeromonas hydrophila str. ANSE2
AF427150.1 gg_id:25552 Aeromonas sp. PAR2A

FJ544354.1 gg_id:433080 Aeromonas punctata str. jil4
AY987739.1 gg_id:191655 Aeromonas hydrophila str. -25
AY987749.1 gg_id:188082 Aeromonas bestiarum str. LMG 13448
EU770273.1 gg_id:326038 Aeromonas veronii str. HQ119
EU770286.1 gg_id:340453 Aeromonas veronii str. [H325
FJ940804.1 gg_id:372890 Aeromonas jandaei str. 4pM28
EU700096.1 gg_id:296747 Aeromonas hydrophila str. SWCH-6
AJ458411.1 gg_id:67014 Aeromonas eucrenophila str. LMG 17059
EU770293.1 gg_id:324097 Aeromonas veronii str. Q318
EU488685.1 gg_id:549142 Aeromonas punctata str. 121c
EU770302.1 gg_id:315651 Aeromonas veronii str. MS15
EU488693.1 gg_id:575182 Aeromonas veronii str. 633¢
EU770303.1 gg_id:334972 Aeromonas veronii str. MW15
FJ407187.1 gg_id:361976 Aeromonas punctata str. W20060720
AJ224309.1 gg_id:9396 Aeromonas encheleia str. 1881
AF418214.1 gg_id:56067 Aeromonas media 1

FJ544362.1 gg_id:411774 Aeromonas punctata str. ji31
FJ940810.1 gg_id:390498 Aeromonas veronii str. 4pW23
AB211227.1 gg_id:115297 Aeromonas salmonicida str. NKCM8904
FJ940832.1 gg_id:423276 Aeromonas jandaei str. CCC204
AY987724.1 gg_id:180428 Aeromonas veronii bv. Sobria str. AE-21
GQ262778.1 gg_id:592654 Aeromonas hydrophila str. 51
AB034761.1 gg_id:74870 Aeromonas hydrophila str. 28SA
FJ940833.1 gg_id:433791 Aeromonas hydrophila str. CHS101
DQ539497.1 gg_id:169858 Aeromonas hydrophila SBRD9
DQ816568.1 gg_id:161901 mouse cecum clone aab19g05

GQl141
FJ9408
GQ470
GU205
FJ2338
AF418:
AM184
X7467!
AY928:
FJ9407
AYS87
FM955
FJ2338
GU296
AF427:
FJ5443
AYS87
AYS87
EU770:
EU770:
FJ9408
EU700
AJ4584
EU770:
EU488
EU770:
EU488
EU770:
Fl4071
AJ2243
AF418:
FJ5443
FJ9408
AB211.
FJ9408
AYS87
GQ262
ABO34’
FJ9408
DQ539
DQ816
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1499 3226.1 30283 3337.2 11295 2979.7 953.3 4546.3 3600.8 9490.1 2250.9
3283.5 79315 7509.3 81959.4 6548.6 9051.5 4359.9 8810.2 7606.4 16523.3 6928.7
428.9 S5274.8 8237.0 9800.8 6912.1 96751 4173.9 111595 10783.2 19594.8 7643.0
346.7 6595.8 57187 6603.4 45775 8957.6 2186.9 7543.2 6226.4 18794.2 4500.5
17430.9 8399.5 7626.6 83086 6067.0 7185.0 6338.1 7692.1 10376.9 11941.2 9304.5
423.8 8094.1 7554.6 8525.1 8388.9 11531.7 3164.4 9103.3 6552.0 20553.1 5006.2
1742.4 10608.0 9293.4 10977.9 8625.9 11269.1 6200.4 11593.8 11498.3 20532.8 9546.0
405.2 7597.5 7053.4 8092.2 5745.2 9680.7 3115.8 87955 75451 19016.8 5754.8
824.3 11212.4 10197.3 12098.4 8762.2 11621.2 5818.2 12775.8 12308.9 22825.6 95274
161.2 4798.9 3767.1 4542.0 2710.2 5454.2 1257.5 4995.7 5836.0 12066.4 3161.6
138.7 3389.8 24293 2679.0 1788.1 3902.8 1530.2 3180.8 3207.3 8661.0 2575.2
1672.1 7523.5 8630.0 95046.7 63124 7962.6 35150 95816.3 7036.4 11866.5 6475.3
384.9 8875.8 78915 9380.8 6357.3 9388.1 39355 10524.7 9428.3 18485.8 6876.3
464.5 9896.7 8726.4 10616.8 7678.3 10730.9 4879.6 11602.6 10463.8 20039.1 7595.0
192.8 4087.0 44115 6030.4 36479 4860.6 24828 7324.8 3795.1 10645.8 34458
697.1 3930.5 3588.8 4074.1 2763.6 56819 1767.2 4577.3 39323 12042.0 3409.7
164.4 4765.6 3752.1 4260.3 2695.0 5365.4 1339.3 52587 5811.1 11899.3 2970.8
2142 47545 4650.8 62457 42954 5011.6 23005 5517.4 41328 11632.1 2669.8
524.2 7098.0 6378.9 75841 5236.9 7689.3 3189.8 85451 8084.6 16356.9 55294
549.4 9677.8 8678.7 10376.8 7454.2 10295.8 5002.8 11341.0 10581.8 19765.9 7936.1
527.7 5816.6 4536.5 5715.6 3599.8 6517.7 2989.6 6436.5 6271.2 14416.1 4688.7
7330.9 74309 7217.6 78869 78316 8980.7 6864.7 89237 8063.0 18267.2 8488.3
873.7 10521.3 9350.0 11457.3 8524.3 11051.0 5555.6 11964.1 12015.4 20433.3 92439
406.1 9358.6 79415 9659.2 6176.1 9204.2 4375.7 10640.2 9632.0 19631.7 7092.2
628.6 9307.8 8747.8 10296.6 7667.0 11563.0 3687.9 10537.0 9450.1 20287.7 7185.1
3558.0 6447.3 6529.6 7127.8 44255 6550.8 46088 7059.3 9239.2 10822.0 57424
1650.0 9920.0 8730.5 10420.3 7877.7 10504.6 5640.8 11013.4 10794.6 15479.5 8804.6
428.4 72513 6360.3 77905 54114 7797.6 31347 8733.8 8137.0 15576.4 5715.0
96.3 4295.8 3026.4 30819 1968.7 54015 887.5 4098.2 4932.7 13300.1 21543
733.8 8690.2 7593.1 9764.8 6657.1 9015.2 4122.6 113743 8759.1 17572.6 7500.2
4743 7813.6 71353 9097.2 6513.1 8575.1 3875.5 10984.0 7435.0 177614 6307.4
96.7 1328.7 S30.9 11150 576.8 2811.0 2915 16109 1210.0 8557.5 7187
317.1 7468.1 6069.4 76713 4288.0 6358.5 3176.9 10150.3 7938.3 17295.5 5715.3
4476 5519.9 54525 7488.8 4708.0 6433.0 2258.1 8384.8 5857.7 13930.3 44226
221.8 5863.1 4080.1 4937.2 401e6.1 77729 2723.2 6293.7 53615 18143.0 3671.1
1159.2 10043.4 8788.8 10359.7 7718.5 10681.3 5351.7 11133.3 10784.6 19668.6 8689.4
1309.4 9559.2 9097.1 10686.7 8861.6 11650.8 5403.4 10912.4 9777.8 20002.9 83754
4235 63955 5994.7 8379.7 5391.6 6740.6 2657.7 9383.1 6242.0 14661.4 51918
571.1 82356 7720.9 8810.2 6527.9 101925 32935 8855.8 7743.8 17174.2 5611.1
456.5 8655.2 8362.2 9617.5 8617.1 11873.4 3666.5 10154.2 7556.9 21561.7 5852.0
2186 753.6 1096.9 10956 655.7 16634 349.1 1213.2 10889 2259.3 664.7
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3084.3
8359.8
9544.0
6670.2
8081.2
9426.2
10980.1
8089.9
12117.9
4042.4
3007.5
8255.4
9491.3
10688.0
7185.5
4282.8
4028.5
7086.3
7929.9
10801.4
5368.3
8752.6
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GU596499.1 gg_id:526782 Aeromonas hydrophila str. GP1
AY928480.1 gg_id:139256 Aeromonas veronii bv. Sobria str. A916
DQ814455.1 gg id:168069 zebrafish digestive tract clone aab68h04
FJ026735.1 gg_id:338819 Aeromonas punctata str. ZZF071029
X71120.1 gg_id:9386 Aeromonas ichthiosmia

AF418215.1 gg id:59123 Aeromonas media 2

EU770290.1 gg_id:326583 Aeromonas veronii str. IQ304
FJ940850.1 gg_id:425695 Aeromonas veronii str. CYJ209
EU770275.1 gg_id:350629 Aeromonas hydrophila str. IB336
GQ232759.1 gg_id:538649 Aeromonas sobria str. JY081016-1
EU770285.1 gg_id:332437 Aeromonas veronii str. [H323
EU770288.1 gg_id:353344 Aeromonas veronii str. Q117
EU730930.1 gg_id:311549 Aeromonas eucrenophila str. 189
EU770274.1 gg_id:327072 Aeromonas hydrophila str. IB101
DQ837028.1 gg id:162354 Aeromonas jandaei sf3-14

FJ230076.1 gg_id:587653 Aeromonas sanarellii str. A2-67
AY987723.1 gg_id:198790 Aeromonas punctata str. AE-11
FJ940822.1 gg_id:389565 Aeromonas veronii str. QC102
FJ940825.1 gg_id:387302 Aeromonas veronii str. pM05
FJ976606.1 gg_id:545344 Aeromonas hydrophila

EF446897.1 gg_id:215466 Aeromonas veronii str. Philippines-Anl1
FJ544406.1 gg_id:447507 Aeromonas punctata str. w4
AY987733.1 gg_id:192245 Aeromonas hydrophila str. AE-55
EU770289.1 gg_id:343054 Aeromonas veronii str. Q120
FJ947060.1 gg_id:508769 Aeromonas punctata str. nA3
AJ223181.1 gg_id:9390 Aeromonas popoffii str. LMG 17543
AF418219.1 gg id:59116 Aeromonas media 6

EU696781.1 gg_id:292266 Aeromonas hydrophila str. BJ
FJ940828.1 gg_id:377570 Aeromonas veronii str. pW18
AF418216.1 gg id:59119 Aeromonas media 3

FJ940811.1 gg_id:395273 Aeromonas veronii str. BC104
AM184219.1 gg_id:161149 Aeromonas hydrophila str. WAB1877
FJ940815.1 gg_id:413385 Aeromonas jandaei str. LC206
EU021049.1 gg_id:255922 Aeromonas salmonicida str. 04/3244-4k
FJ230077.1 gg_id:589204 Aeromonas taiwanensis str. A2-50
AY987726.1 gg_id:190833 Aeromonas enteropelogenes str. AE-31
AM184294.1 gg_id:159899 Aeromonas punctata str. WAB1955
GQ401237.1 gg_id:583416 Aeromonas punctata str. VITSCAO1
DQ095911.1 gg id:136342 Aeromonas hydrophila str. $23
GU205196.1 gg_id:585209 Aeromonas popoffii str. JW08
GU205192.1 gg_id:534484 Aeromonas allosaccharophila str. JNC912

GU596
AY928:
DQ814
F10267
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AF418:
EU770:
FJ9408
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GQ232
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EU770:
EU730
EU770:
DQ837
FJ2300
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FJ9408
FJ9408
FJ9766
EF446¢
FJ5444
AYS87
EU770:
FJ9470
AJ2231
AF418:.
EU696
FJ9408
AF418:
FJ9408
AM184
FJ9408
EU021
FJ2300
AYS87
AM184
GQ401
DQO95
GU205
GU205
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326.8 8556.5 7840.9 88159 7772.2 11717.8 2637.6 8915.1 6819.4 20116.2 5309.5
715.8 11107.9 9845.3 119589 8846.3 11568.2 5550.1 12363.9 11629.3 21547.6 9731.2
9691.8 7700.0 7462.0 77115 59427 8367.4 56925 7750.7 9558.7 15178.0 6913.5
1989.6 7440.5 5689.5 7169.9 6208.3 6520.1 49453 8958.0 8971.6 15318.6 5561.3
565.5 7291.0 6521.6 7631.0 5047.0 79456 2864.9 87944 7606.5 16255.8 5720.1
1114 7832.2 71533 7560.2 8051.3 10788.2 2748.3 8394.3 6308.1 19704.3 4546.6
835.2 8517.1 6858.8 80745 5681.3 7756.6 4536.8 95147 8965.9 18060.5 6432.1
441.3 7504.1 6998.3 8262.8 5638.2 8905.8 2535.6 88085 7832.3 14365.0 5964.1
5657.1 4553.0 45074 5878.0 5118.9 5780.0 3233.7 5314.2 34520 11773.5 3185.2
489.0 8973.3 77244 9204.1 65054 9305.2 4240.1 10511.0 9517.2 18068.8 7050.7
292.4 5989.5 4941.0 58276 3052.1 5950.1 1710.3 7148.1 6730.2 12656.3 4177.9
603.8 8043.1 7450.6 9025.9 6306.4 9044.7 38004 9944.8 87455 17738.6 6680.2
349.2 9363.8 8318.8 10463.8 7005.6 10000.7 4341.2 11797.8 10254.5 19808.4 7437.3
289.1 72279 71357 9013.6 6896.4 92945 3175.3 8812.6 6593.8 175389 51564
423.6 8262.5 6386.1 7951.0 4152.1 6604.1 32749 954565 95593.5 17837.5 6465.0
126.6 16594.0 1388.2 1468.2 1202.0 3406.2 7221 2071.8 1592.7 9716.7 10855
2659 3738.0 2768.3 2763.3 2103.6 6041.6 1082.9 3567.3 31445 15326.9 2177.6
564.7 9720.3 8712.7 10245.1 7577.6 10445.8 5040.0 11252.9 10484.3 20222.1 7879.1
2938.3 8387.2 8356.7 94116 7596.8 9481.6 56534 10185.3 9805.0 17736.6 7605.9
113.6 6878.4 5769.0 6413.7 5330.1 8063.2 20934 7023.6 67227 15435.6 39388
300.8 3567.5 3312.9 35495 3098.1 4060.2 1568.2 4188.3 3235.8 5502.8 2698.2
210.6 48843 3791.8 40127 28943 7362.0 13904 5104.3 41065 17020.2 2808.2
2696.1 8451.4 7422.3 8427.2 6226.3 10225.1 4002.7 9307.9 8335.2 16045.5 6925.2
2799.4 75289 6803.8 7886.1 5502.0 7534.4 60551 8354.8 82353 14688.8 7521.5
2249 5750.2 4796.2 52619 3711.6 82657 16895 6352.5 4932.0 18499.7 34975
539.7 8537.0 7584.3 10086.3 6642.5 97384 3566.9 113535 9671.0 19610.9 7334.1
78.7 6054.2 6038.1 72953 7067.9 8752.8 2182.3 6889.8 4310.2 16495.1 33418
4883.6 7254.9 6389.8 7302.6 6366.1 8829.3 3891.3 83779 5825.0 16754.9 5088.3
18834.9 10573.8 9528.4 11070.4 8845.3 10390.3 9145.0 11187.0 14422.0 17081.7 12782.6
1419 8476.7 7660.3 8532.4 8067.3 11183.6 3207.7 8828.0 6815.7 19946.7 5009.1
451.2 8671.5 7710.3 9176.6 6029.2 92581 3795.6 10238.9 9491.5 18439.2 6737.0
1394.7 9534.5 9269.1 10903.9 8797.7 11780.3 5032.5 11012.6 10299.8 20433.2 8546.3
556.8 65224 5517.4 6009.6 4637.4 7530.8 3096.2 6809.8 5912.0 143956 44523
193.3 4562.4 44240 6039.0 3867.7 5304.9 2179.2 76735 3977.1 113484 32989
161.7 7387.3 6737.6 7699.0 6809.6 9277.0 3004.6 8272.3 6076.0 16509.8 4665.3
1194 5584.7 49404 5593.3 37589 77747 1567.8 6426.7 57654 15155.0 3371.2
320.5 6427.8 6219.2 71521 54156 8507.1 2624.2 8070.2 6118.8 16358.8 46464
499.8 85484 7984.1 94374 6619.1 10420.3 3392.4 10019.6 8825.2 19564.2 6753.8
8417.5 79254 68125 79983 7370.1 8999.0 62851 8316.8 7597.8 15336.0 75394
658.0 8489.6 7736.5 10107.9 6496.9 92749 3580.3 11562.2 9644.8 18515.2 75874
785.6 10615.8 9175.5 11204.9 8022.7 10540.0 5857.4 12117.8 11429.6 21780.7 8883.9
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EF428988.1 gg_id:205966 Aeromonas veronii EF428¢

EU770305.1 gg_id:306230 Aeromonas veronii str. WEQ2 EU770:
AM945539.1 gg id:554884 Aeromonas hydrophila ayu-Ah0201 AMI4E
DQ814092.1 gg_id:162823 zebrafish digestive tract clone aab59f09 DQ814
AY347679.1 gg_id:110092 Aeromonas culicicola str. 03037TRG AY347¢
FJ966348.1 gg_id:411481 Aeromonas veronii str. QB205 FJ9663
EF371904.1 gg_id:208133 Aeromonas veronii str. TF15 EF371¢
AY987759.1 gg_id:189821 Aeromonas punctata str. RK 25447 AY987
AF094724.1 gg_id:73145 Oceanimonas doudoroffii str. ATCC 27123 AF094°
AB019390.1 gg_id:9401 Oceanimonas doudoroffii str. MBIC1298 (=ATCC27123) ABO19:
DQ416806.1 gg_id:263963 Oceanimonas sp. G2DM-26 DQ416
AY562194.1 gg_id:113893 Oceanimonas sp. str. Be07 AY562:
GU183679.1 gg_id:567474 Marinomonas sp. str. H1693 GU183
EU530640.1 gg_id:270644 Oceanimonas sp. str. GK1 EUS530
AJ550470.1 gg_id:84842 Oceanisphaera litoralis str. DSM 15406 AJ5504
CP001616.1 gg_id:526816 Tolumonas auensis str. DSM 9187 CPOO1
EU569287.1 gg_id:274900 Zobellella denitrificans str. MW1 EU569:
EU109731.1 gg_id:237124 Shewanella sp. str. NH21 EU109
FJ230836.1 gg_id:346053 Serratia sp. str. AN4 FJ2308
DQ195676.1 gg id:140125 Zobellella taiwanensis str. ZT1T DQ195
NR_026075.1 gg_id:560865 Anaerobiospirillum succiniciproducens str. $411; ATCC 29305 NR_02
EF428122.1 gg id:206236 Anaerobiospirillum sp. str. 78/9/02 EF4281
GQ867410.1 gg_id:538586 and prevalence blaTEM genes Arctic seals colon content clone §7_13 GQ867
GQ867419.1 gg_id:587570 and prevalence blaTEM genes Arctic seals colon content clone S7_31 GQ867
EU776462.1 gg_id:320643 Red Kangaroo feces clone KO2_aail7h02 EU776

EU794084.1 gg_id:309826 bovine microbiota via oligonucleotide fingerprinting genes fecal clone EMP_E16 EU7941
GU303104.1 gg_id:577587 inhabiting epithelial tissue ruminal digesta -DGGE and sequencing rumen epithelium GU303
AB004908.1 gg_id:9350 Ruminobacter amylophilus str. NIAH-3 Bovine rumen ABOO4!
FJ684530.1 gg_id:511689 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6845
F1673136.1 gg_id:513301 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6731
F1681014.1 gg_id:514935 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6810
F1678936.1 gg_id:529684 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6789
F1680138.1 gg_id:514703 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6801
FJ673291.1 gg_id:522804 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6732
FJ681705.1 gg_id:517924 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6817
F1680474.1 gg_id:517852 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6804
EU532009.1 gg_id:259131 Predominant role host genetics controlling gut microbiota FMF remission stool clone EU532(
F1680476.1 gg_id:521800 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6804
F1679937.1 gg_id:525643 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6799
FJ676890.1 gg_id:530694 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6768
FJ681292.1 gg id:530658 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6812
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328.6 8237.2 6256.8 74259.3 39489 64023 34424 9050.5 92979 17316.5 5859.1
705.4 8746.5 6668.7 8187.8 6491.4 8406.5 5288.4 93442 9121.1 16825.0 6471.9
27215 88448 8921.2 10587.4 9994.9 10282.1 6731.9 10532.2 8858.8 16896.1 7170.3
1531.6 3746.3 37413 4950.9 26655 4462.0 36265 4192.3 45850 5315.6 35235
535.7 97295 8530.8 10293.0 7257.1 10172.1 4868.8 11378.0 10755.1 20188.1 7857.9
583.8 7227.7 6449.2 82185.6 5053.1 77725 2963.3 8536.7 7350.1 14765.1 5968.6
17918.6 8952.5 81394 190914 73799 8780.2 77019 09662.4 11033.5 14667.3 10803.3
466.1 9477.1 8664.5 10080.8 7963.2 12029.1 3279.8 10377.4 8575.0 21023.6 6677.6
32670.2 9273.7 9037.3 10577.3 63241 85659 8171.4 S5774.8 12651.8 16909.1 11913.7
57.7 26143 2819.6 3635.2 1699.4 28274 13221 46023 1894.7 7305.7 1352.0
224.3 2995.6 3375.3 36585 12929.2 4426.1 2972.6 4546.4 2199.9 7468.6 2672.2
197.2 2251.0 24733 27154 19865 4030.1 20173 2514.0 1570.0 8923.7 26215
478.8 1382.3 1618.2 15957.6 1825.0 1701.8 21285 1974.2 11013 1399 9796
39.1  766.5 14682 24924  330.2 1266.6 253.8 2173.0 683.6 3360.7 7478
526 4166 767.6 11420 86.1 7342 2856 10974 313.2 16692 2083
673.3 7087.1 7011.2 79140 6243.0 8477.0 5846.3 7780.2 76845 10131.5 7209.3
167.7 4050.7 6107.2 6890.2 3170.1 5815.2 2533.0 6726.9 52357 9154.7 4590.1
3111.8 22054 27584 2676.8 1832.2 2557.8 1606.9 3156.4 1894.8 2575.7 1634.7
112.7 2066.4 3055.5 3386.5 17789 23829 1669.3 36925 35064 2136.0 2198.2
641.4 2751.0 2916.4 31054 2042.1 3406.0 21459 2946.7 2511.7 3405.0 2229.6
834.9 3179.6 3767.3 35469 3553.4 3729.6 35355 4049.7 3690.7 54552 31215
113.0 671.1 10894 971.7 9105 10589 6256 11159 9136 3225.0 4589
1347.3 30729 3252.0 3676.6 31225 3487.3 31254 36986 3211.1 3753.9 3707.2
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11518.1 5920.9 65349 63394 75451 6385.0 7289.4 65919 7559.8 7799.3 6682.4
9328.0 5012.9 5057.3 5189.7 5169.2 49624 5798.7 5170.7 5593.5 6476.5 53039
221.6 32777 4222.6 3623.0 3101.6 3642.1 28356 3383.1 3027.8 5429.9 3898.9
526 1119 1651 1750 1%6.8 1694 188.8 1259 1714 1701 203.7
856.6 3970.5 5446.4 6229.0 42229 62425 38929 5904.0 48874 61829 4076.0
14414 2810.6 2816.0 2999.6 2373.7 3312.6 26919 39859 2830.6 3664.2 1947.2
47141 4891.1 7285.0 7606.7 6660.2 6602.8 6298.7 71953 5227.6 5488.0 6288.1
2367.8 7064.3 9033.9 8430.0 5737.0 7524.0 5809.0 6744.8 7271.6 13555.1 91409
17058.6 8894.6 9522.8 10819.8 8988.0 9850.7 97593.3 10220.2 10861.1 10607.0 112590.0
10381.1 6863.9 8968.3 8076.8 7129.5 8047.9 72436 82334 8547.7 11526.3 9059.4
8520.8 6474.2 62253 7194.0 75152 6156.1 7438.8 6870.8 6496.8 5719.9 7220.1
7190.9 6964.5 7670.3 8480.2 7366.4 7303.3 75216 7341.1 7704.7 94364 87154
11775.2 4487.4 4751.7 54448 48317 47419 5266.5 5271.1 6488.2 52427 4870.3
33098.9 10360.5 10029.0 11425.7 10450.6 10069.9 11782.3 10378.2 15903.5 13500.4 17372.5
6401.0 5869.7 5617.3 62349 ©5728.2 5777.5 4981.6 58513 79440 82425 7127.1
2674.7 4848.6 4951.2 5748.7 5639.9 5172.7 5469.8 5356.0 5173.2 7949.4 6064.2
8387.6 5879.6 7166.1 7540.5 6256.2 7277.6 6471.0 7836.7 7311.0 11877.6 9647.2
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FJ679295.1 gg_id:511528 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6792
FJ681318.1 gg_id:519035 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6813
F1673806.1 gg_id:519747 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6738
FJ685189.1 gg_id:515645 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6851
FJ683080.1 gg_id:526775 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6830
F1678755.1 gg_id:524387 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6787
FJ685307.1 gg_id:526414 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6853
F1673228.1 gg_id:521876 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6732
FJ681105.1 gg_id:518112 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6811
FJ678694.1 gg_id:532412 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6786
FJ684018.1 gg_id:529769 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6840
F1682802.1 gg_id:522494 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6828
FJ681900.1 gg_id:523612 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6819
FJ678730.1 gg_id:531116 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6787
F1683575.1 gg_id:516087 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6835
FJ673346.1 gg_id:514406 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6733
F1673002.1 gg_id:524997 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6730
F1678905.1 gg_id:530101 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6789
F1684508.1 gg_id:525389 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6845
FJ673381.1 gg_id:516159 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6733
F1680565.1 gg id:519066 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee F16805
FJ679553.1 gg_id:531893 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6795
F1676324.1 gg_id:517601 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6763
F1679041.1 gg_id:530617 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6790
DQ2904673.1 gg_id:163857 human fecal clone 001-d11 DQY04
FJ680750.1 gg_id:518347 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6807
F1678215.1 gg_id:520650 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee F16782
FJ679230.1 gg_id:520332 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6792
FJ676809.1 gg_id:530331 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6768
F1673289.1 gg_id:513756 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6732
FJ679155.1 gg_id:528625 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6791
FJ683157.1 gg_id:521108 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6831
F1678890.1 gg_id:521551 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee F16788
FJ679040.1 gg_id:528737 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6790
F1672134.1 gg_id:518385 Synecology primary and secondary habitats Escherichia coli 0157:H7 feedlot surface [FJ6721
F1673998.1 gg_id:532469 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6739
F1682525.1 gg id:521818 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6825
FJ681785.1 gg_id:531974 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6817
F1676261.1 gg i1d:529152 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee F16762
FJ678600.1 gg_id:524710 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6786
EF445277.1 gg_id:205408 dairy cow rumen clone NED4F7 EF4452
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4650.7 7509.8 8291.0 8643.1 6728.8 8982.7 6206.2 9027.1 10940.9 15465.2 9628.0
5328.6 5646.9 6076.7 6486.5 5081.0 6993.7 4386.3 72479 7642.1 11916.1 7286.7
8061.7 54709 65413 7090.2 6291.7 64357 6580.8 6834.4 7128.7 62459 6268.2
1695.0 5332.4 6318.8 7702.5 59594 7437.0 5699.6 75435 4903.3 12739.9 89925
16110.6 6186.7 69345 7080.6 56685 7376.5 51369 6794.2 10030.2 9924.1 8455.3
6865.0 6237.1 72083 6564.7 58704 72189 54508 71145 86713 9005.2 7091.1
2926.0 3263.7 4383.7 4361.1 4196.4 42989 3793.0 47495 3497.7 2274.2 31135
2565.6 74487 8648.4 9407.8 7129.0 8637.3 6214.2 8821.0 11774.4 14835.2 9240.2
3645.8 3631.2 5527.9 5589.6 3007.7 5342.8 2637.3 5395.1 59789 8839.2 4418.0
10048.2 3574.4 43859 4510.8 40458 3916.3 46854 41713 5551.2 45124 43648
2532.5 3656.9 4541.1 4966.0 3470.6 4568.2 2783.5 4556.5 51155 5592.3 3402.7
2990.7 3688.2 6531.0 68123 4336.1 6778.0 3960.2 7127.2 5296.0 9798.0 5976.7
11604.3 5610.5 6561.1 7072.0 4539.8 7500.2 4660.4 73314 9588.4 12372.8 6818.0
3034.7 23853 3890.9 3836.9 3501.3 3257.2 39045 3389.4 3028.1 3615.0 50044

698.4 44528 6258.9 73411 4613.1 7061.7 3385.9 7241.7 6894.8 G748.2 49764
7895.5 5169.5 5380.0 6380.9 5894.0 66614 5348.8 6118.3 059724 10280.5 5425.6
12406.4 3862.6 5073.1 5203.5 4644.7 4869.5 4509.2 5242.1 3939.0 2413.0 43285

549.1 4926.8 6398.6 6717.2 4528.3 7201.0 3322.7 7095.1 8073.6 11960.5 4971.1
6522.1 18231 21129 20420 21865 23295 17924 2579.3 2103.6 3283.6 1265.7
16774.0 4907.8 3763.5 53485 54457 5044.3 56113 4727.8 68504 52255 7038.6
10759.5 6408.7 64427 6780.3 6767.2 6753.0 6133.2 8124.8 65049 74963 6484.1
5033.8 3579.1 34059 4281.8 3807.0 3181.2 4010.0 3722.1 3608.1 2654.4 3933.7
23509.3 8165.2 7511.0 8810.8 78283 7801.4 5638.8 7893.6 12460.5 10360.2 11364.8
6378.3 4281.0 5764.2 6592.7 4816.0 6674.6 45491 7087.3 6399.2 85659 5363.1
10607.4 6005.8 6456.2 7060.3 6318.8 6275.8 69441 59694 97263 09960.9 8937.8
6412.4 4967.7 6532.0 6735.6 5523.1 5876.8 5504.4 59725 5777.8 8566.1 9162.4
8493.5 4061.8 48335 48569 37785 51196 3892.1 47249 6620.7 6691.3 5213.1
5526.7 5439.2 5989.6 6496.4 5746.7 6255.8 5392.7 63394 66445 91658 72153
3207.4 35529 47615 5510.3 3727.6 5296.1 35225 5562.4 44244 55246 3625.8

451.8 6037.5 8048.6 8343.2 5105.0 8092.4 3845.9 8242.8 8535.6 12962.3 6408.6
2104.5 64546 8077.0 8700.7 58574 89341 45613 93849 0©5893.8 16599.1 8696.7

3185 40224 5462.4 61129 34604 5746.6 2913.6 58169 6762.0 98348 45154
29435 4502.0 51745 48294 41321 45534 44116 45453 41379 7092.8 5488.1
15122.0 7532.6 6549.8 75735 74312 70784 79952 7080.5 10113.2 8804.9 8054.8

301.6 4442.0 5926.4 6259.6 3162.4 6083.0 20725 6578.8 05869.7 11294.1 4405.5
14919 4278.6 61223 67455 35274 6103.4 31491 6568.6 6336.6 8126.7 9678.0
7615.1 6563.8 6601.3 7335.0 6968.7 6639.1 6083.1 65151 9256.2 10190.6 7391.0
2370.6 7019.7 8377.0 9325.5 6259.6 8544.2 5574.1 8654.3 9245.3 14169.7 7748.3
12977.2 5198.2 5371.8 5338.0 4436.1 57953 4881.6 57343 8034.0 85024 55960.3
2705.6 45243 7174.1 74515 ©5820.8 58815 6913.2 6688.9 55175 5539.2 73946

487.4 3543.3 4574.0 5054.9 4217.8 4731.1 3560.5 5173.4 3632.6 6329.2 38212
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10971.6 10493.0 6003.4
7972.0 8601.2 4536.8
8209.2 7915.1 6424.6
8991.4 7678.3 6712.0
8863.0 8652.8 5324.0
8645.9 9185.8 6298.9
5519.4 47917 38938
11054.3 10743.4 7586.8
7012.5 6862.0 2965.2
3410.8 49315 4850.8
5640.8 5643.8 2652.7
7703.1 73529 4036.9
9275.4 9806.3 4994.6
2958.2 4587.4 3079.1
9142.1 7598.0 5260.2
6220.5 8403.8 5617.1
5909.5 5931.6 42152
8667.2 70549 5516.7
3363.9 40%96.2 1473.0
4499.1 6157.3 5058.8
7118.8 7710.3 6435.3
2910.0 5126.2 4903.1
8742.4 10025.4 8048.0
9461.7 89624 37225
6166.2 7501.0 6407.7
7103.1 8226.7 4973.9
5846.3 6003.7 39804
6973.3 8054.3 5147.0
6674.6 5861.5 3791.7
9712.1 8765.8 5464.1
12020.8 10363.4 6595.9
7671.4 6401.3 3338.2
4869.4 5322.0 4886.2
6806.2 9385.0 8008.7
9497.4 75335 39749
6254.9 74974 43593
7899.5 8688.0 7182.7
8525.8 8810.9 7367.4
6505.8 7914.8 4570.9
5579.1 6567.6 7421.1
5002.3 49925 4121.7
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Alteromonas marina
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696
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FJ680116.1 gg_id:526488 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6801
FJ679573.1 gg_id:530904 Synecoclogy primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6795
EU794184.1 gg_id:344867 bovine microbiota via oligonucleotide fingerprinting genes fecal clone EMP_B23 EU794
FJ679565.1 gg_id:527828 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6795
FJ679188.1 gg_id:520121 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6791
FJ673005.1 gg_id:530535 Synecology primary and secondary habitats Escherichia coli 0157:H7 fecal MARC bee FJ6730

¥17599.1 gg_id:9351 Succinimonas amylolytica str. DSM 2873 Y1759¢
EF445219.1 gg id:207757 dairy cow rumen clone NED4C12 EF445:
F1440064.1 gg id:511871 Megamonas hypermegale colonization correlates Campylobacter jejuni exclusion pol F14400
AJ420985.1 gg_id:29865 Anaerobiospirillum thomasii str. DSM 11806T AJ420¢°
FJ832419.1 gg_id:577393 Microbial Ecology Crop Folivorous Hoatzin crop contents clone P1Q401_75C10 FJ8324
GU303829.1 gg_id:539467 inhabiting epithelial tissue ruminal digesta -DGGE and sequencing rumen contents ¢ GU303
AF018457.1 gg_id:9354 Aeromonas subgroup subdivision clone 12-11 AF018¢
FJ832403.1 gg _id:548716 Microbial Ecology Crop Foliverous Hoatzin crop contents clone P1Q401 45E06 FJ8324
F1832430.1 gg_id:559309 Microbial Ecology Crop Folivorous Hoatzin crop contents clone P1Q401 91C12 F18324
DQ456106.1 gg_id:158543 pre-adolescent turkey cecum clone CFT114E2 DQ456
EU381934.1 gg id:271179 Rumen eubacterial implicates Bacteroidetes major phylum rumen particulate phase EU381!
FJ952818.1 gg id:443894 Alteromonas sp. str. 2th4 FJ9528
GQ391974.1 gg_id:519442 Aestuariibacter sp. str. PaD1.02 GG391
AB076557.1 gg_id:60317 Agarivorans albus str. MKT 82 ABO76!
GQ200591.1 gg_id:544653 Agarivorans sp. str. WH0801 GQ200
DQ416550.1 gg_id:153331 51cb18 DQ416
AF290480.1 gg_id:27315 cf. Alishewanella fetalis clone Llangefni 75 mite AF290¢
AF144407.1 gg_id:33192 Alishewanella fetalis str. CCUG 30811 AF144¢
AY093457.1 gg_id:55811 deep marine sediment clone MB-A2-102 AY(093¢
DQ256339.1 gg_id:142481 subsurface water clone EV818BHEB5102702SAS10 DQ256
AY820719.1 gg_id:109054 drilling fluid clone CCSD_DF2030_B15 AY820°
FJ040187.1 gg_id:347660 Alteromonas genoviensis str. 196 F10401
EU189225.1 gg id:239877 Alteromonas marina str. MB 3 EU189;
AY881234.1 gg _id:145384 Alteromonas marina SCH0402 AY881.
AF288360.1 gg_id:71626 Alteromonas alvinellae str. HY757 AF288:
AF386742.1 gg_id:44702 Alteromonas sp. str. 4BT AF386°
AJ319537.1 gg_id:71568 Alteromonas macleodii subsp. abyssi str. HYD657 subsp. AJ3195
AM931040.1 gg_id:239418 Alteromonas sp. str. BUS 07-8 AMB9Y3]
DQ836766.1 gg_id:163484 Alteromonas simiduii str. BCRC 17572 DQ836
AF114499.1 gg id:8878 attached marine recovered surface clone 17 proteobacterium AF114¢
EF061429.1 gg_id:190836 Alteromonas sp. NJSX37 EF0614
EU982324.1 gg_id:322486 Alteromonas sp. str. UST010723-013 EU982:
FJ210814.1 gg_id:309174 Alteromonas sp. str. QDHT-19 FJ2108
DQ486510.1 gg_id:227411 Alteromonas sp. str. DG1302 DQ486

AF114505.1 gg_id:8883 attached marine recovered deep chlorophyll maximum depth clone 2 proteobacterium AF114!
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6155.8 4657.2 5534.1 59548 41124 51558 4804.1 57839 5573.9 6561.7 5638.2
15355.7 7767.1 72445 71725 6599.0 6953.5 74384 6781.6 9679.7 9297.7 859559
8806.3 3894.0 4657.9 52989 3463.4 5619.6 30885 6117.7 41256 5847.8 36515
3131.1 26335 26034 2843.2 27011 2719.0 30322 2667.1 2236.3 1756.9 3359.3
2619.0 57223 7146.0 8241.1 4735.2 8278.4 39619 84591.7 97859 13520.3 6779.5
12693.5 4553.8 4328.1 5033.6 45516 4S09.5 4463.2 4813.9 58773 5081.2 5817.6
381.8 44748 45394 4707.8 4303.7 5326.5 4510.1 5890.3 35288 42299 3030.7
4310.6 3163.9 3020.5 3513.7 3335.0 3060.3 3612.2 2917.3 4310.0 35154 3196.2
7289.4 3387.8 4469.9 4098.8 4686.2 3530.8 35325 3633.6 6588.2 5200.1 4S63.3
187.5 1395.2 1550.7 1085.6 621.0 1308.4 1216.5 853.6 1132.0 300.8 746.0
2477.4 5770.6 6021.4 67084 5666.2 7007.2 5749.2 7768.4 6109.0 10120.9 5525.8
300.4 2247.2 22536 1787.8 22029 2404.8 15486 2257.5 12381 3848.6 13925
1620.7 2243.7 2571.0 2959.7 2615.3 2828.0 24559 30655 2831.6 24180 22314
560.7 4294.0 4567.9 6807.9 4312.7 5640.7 5029.5 6238.1 46476 77584 39158
1242.8 3321.4 3678.3 43304 4801.8 52953 5146.1 5524.9 32327 80058 4208.5
133.6 1731.8 18489 1703.3 3228.6 2503.5 18789 22733 14151 2008.8 1436.2
330.7 907.7 1386.4 8017 988.3 9881 764.8 1052.8 14819 1161.7 2419.1
57.4 748.3 1680.1 1557.7 724.8 1592.1 518.0 1722.1 1492.8 2260.6 7619
247.1 27126 37545 32429 2486.6 41244 26875 5147.6 30013 5607.6 30094
802.8 2321.6 2827.3 31475 2901.1 24929 12957.0 2609.7 14925 17619 30275
1380.8 3255.7 4460.0 4820.6 3430.0 4104.4 43219 5776.6 88928 57044 3180.5
3491.7 5116.7 5881.3 6379.0 52425 5624.0 57316 6163.9 6960.9 6688.3 57347
146.1 2399.0 3329.0 33494 1986.6 3752.8 1130.7 41959 5264.2 41596 2668.0
4395 3185.7 59235 6281.3 20285 41251 1687.2 7143.2 9S138.8 3629.4 47953
7159.1 5655.8 8102.7 8650.1 54986 74815 5004.7 90554 096376 7280.1 70159
2481.7 31339 45415 53758 3267.7 3616.2 3273.9 52137 62320 24413 37452
7495.0 6130.1 6866.6 8012.8 5678.4 7069.2 6322.3 8491.9 10425.3 11521.1 7447.2
545 1028 1540 1735 1434 1145 96.5 169.7 44.9 64.1 85.4
302.9 1805.2 2060.6 24394 20304 30375 1776.6 2979.3 1756.6 4076.9 1869.4
1419 1285.1 17286 2068.2 16253 2087.4 11956 23744 1356.7 1865.7 1367.0
48.2 55.8 63.6 80.6 71.3 72.4 236 1216 61.1 52.3 71.7
3254.3 2910.2 2797.2 3540.6 4096.6 4527.3 31989 3916.6 3693.7 2849.1 4835.3
86.2 9399 12327 13559 1177.0 14887 645.8 1708.1 580.2 1520.6 1080.0
88.9 1064.7 1388.8 1600.0 1341.3 15477 8704 1821.8 1046.0 1628.2 1183.0
88.4 1037.5 1526.7 1546.9 1243.2 14954 1008.2 2016.9 1067.7 1623.1 1292.1
1155 2341 30359 2304 4124 1049.2 1509 1286.1 131.0 958.7 8243
81.3 9082 12416 1387.7 13104 1260.6 1013.8 15435 1186.5 1267.3 692.8
1243 480.8 906.1 1112.2 738.2 10729 4591 13005 5836 7359 5116
800.5 11175 1446.4 2057.8 1375.3 13417 1097.6 2146.6 1308.3 535.2 14308
150.4 1245.7 1951.0 1997.5 17359 3214.7 1146.8 3399.8 1657.2 2945.7 2197.3
12565.1 5493.2 6187.3 7384.6 4539.1 5927.5 5601.3 59285 57335 5746.5 7659.4
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5855.2
6470.4
6467.1
2472.4
10588.5
3943.1
6822.5
2835.0
2962.7
697.9
7138.8
2533.0
2352.9
5524.4
6256.2
2627.5
755.7
2007.1
4493.1
2401.7
4611.4
6449.0
4551.9
7213.8
9946.4
4917.6
8014.5
136.3
3223.9
2338.6
146.2
3016.8
1795.4
1925.7
1856.4
601.5
1266.1
1142.0
1613.4
2540.5
6527.7

7122.1
8032.1
6634.2
3036.1
9096.9
6718.9
5827.6
3964.7
3906.8

681.6
8979.6
1221.6
2944.9
7156.8
6371.0
2066.8

560.2
2258.2
4255.6
2667.4
5742.9
6606.9
4735.0
4763.1
7592.8
4456.3
8594.0

172.0
2992.9
2484.9

207.9
4310.2
1590.1
1658.4
1719.0

709.0
1609.3
1558.4
13385
2823.4
4959.9

5644.2
6896.9
4423.9
3022.1
5923.3
4026.5
7187.8
3652.0
2903.1
1100.0
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AF114498.1 gg_id:8877 attached marine recovered surface clone 14 proteobacterium AF114¢

AF114504.1 gg_id:8882 attached marine recovered depth 400m clone 25 protecbacterium AF114!
AF114508.1 gg_id:8886 attached marine recovered surface clone 8 AF114"
AY428573.1 gg_id:105550 Alteromonas litorea str. TF-22 AY428!
Y¥18232.1 gg_id:19130 Alteromonas macleodii str. CH-518 Y1823:
AY344429.1 gg id:91492 Lake Kauhako 30 m clone K2-30-18 AY344.
AMB885869.1 gg_id:240896 Alteromonas macleodii R-28696 AMB8S8E
AF114501.1 gg_id:8880 attached marine recovered surface clone 18 proteobacterium AF114!
AF114496.1 gg_id:8875 attached marine recovered deep chlorophyll maximum depth clone proteobacterium AF114¢
EF574195.1 gg_id:228587 site S25 near Coco's Island marine clone 525 539 EF5741
DQ071162.1 gg_id:136631 marine surface water clone Surf1.42 DQO71
AMS882576.1 gg_id:311934 Structure along hydrocarbon contamination coastal sediment oil polluted water pet AMB88:
AY165578.1 gg_id:81399 Antarctic pack ice Lasarev Sea Southern Ocean clone ANTXI/4_14-11 AY165!
AF468279.1 gg_id:80086 Arctic pack ice; northern Fram Strait; 80 31.1 N; 01 deg 59.7 min E clone ARKIA-118  AF468:
CP000388.1 gg_id:160590 Pseudoalteromonas atlantica str. Tbc CPOOO0:
AY697880.1 gg_id:104267 Antarctica clone F2C28 AY697!
U85854.1 gg id:8873 Glaciecola pallidula str. ACAM 615T 1C079 U8585:
AY167284.2 gg id:81210 Glaciecola sp. str. ANT9142 AY167.
AB238790.1 gg_id:140832 Glaciecola sp. #105 AB238

AM941178.1 gg_id:284078 Microbes enriched seawater after addition coral mucus and reef waters mixture1-8 AM94]
AM913910.1 gg_id:439090 antibiotic-active brown alga Laminaria saccharina Baltic Sea Saccharina latissima  AM91:

AJ240915.1 gg_id:73940 5' clone CHAB-XII-8 AJ240¢
AY771709.1 gg_id:108683 Glaciecola mesophila str. $2-38 AY771
AJ488501.1 gg_id:65357 Glaciecola mesophila str. KMM 241 AJ488-5
Y18230.1 gg_id:202397 macleodii- and cellular rDNAs Mediterranean seawater mesocosm experiment Alterom Y1823(
AJ548479.1 gg_1d:89023 Glaciecola mesophila str. LMG 21855 AJ5484
AF173965.1 gg_id:71399 Alteromonas macleodii str. KT1113 AF173¢
AY349463.1 gg_id:91221 Glaciecola sp. WHOI JT-6b AY349:
U73724.1 gg _id:8898 gas vacuolate str. 214.6 U7372
AJ293820.1 gg_id:39858 Glaciecola polaris str. LMG 21857 AJ2938
DQ784575.1 gg_id:162089 Glaciecola agarolytica str. NO2 DQ784
AY553295.1 gg_id:106840 Salinimonas chungwhensis str. BHO30046 AY553:
EU583725.1 gg_id:272031 Alteromonas sp. str. JSM 073008 EUS83
AJ240916.1 gg_id:74015 5' clone CHAB-V-29 AJ240¢
AB040465.1 gg_id:38060 Alteromonas sp. str. K ABO40:
FJ024319.1 gg_id:368249 Prokaryotic and their role biogeochemical cycling marine basalts basalt Juan de Fuca | FJ0243
AB473549.1 gg_id:419632 Aestuariibacter sp. NT-2008 str. Sd 2-38 (= KMM 3894) AB473!
AY207502.1 gg_id:84007 Aestuariibacter salexigens str. JC2042 AY207"
AY207503.1 gg_id:83231 Aestuariibacter halophilus str. JC2043 AY207"
AB040466.1 gg_id:45496 Alteromonas sp. str. D ABO40:

FJ202664.1 gg_id:350427 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata kFJ2026
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719 1417.1 19755 2233.8 1526.6 2030.5 678.2 2300.5 1527.6 2807.9 27285
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EU188146.1 gg_id:347006 Uncultivated oceanic unicellular N2-fixing cyanobacteria are picoplankton unusual 7(EU188:
FJ425616.1 gg_id:366875 communnities healthy and diseased colonies Caribbean coral Montastrea faveolata A FJ4256

GU289642.1 gg_id:552344 Alteromonas sp. str. MEBIC06033 GU289
EU907922.1 gg_id:304111 Alteromonas sp. str. SKUK MB1007 EUS07!
DQ343294.1 gg_id:149488 Bowmanella denitrificans str. BD1 DQ343
EF092177.1 gg_id:275572 Persistent Axinella corrugata Alteromonas clone AC3_H2 EF0921
AJ295715.1 gg_id:73259 Alteromonas stellipolaris str. LMG 21861 AJ2957
AMB882575.1 gg_id:316071 Structure along hydrocarbon contamination coastal sediment oil polluted water pet AM88:
EU287412.1 gg_id:256595 Pacific arctic surface sediment clone $26-112 EU287.
AMIS0642.1 gg_id:277954 Alteromonas sp. MOLA 365 AMIY(
AY926461.1 gg_id:113825 Alteromonas hispanica str. B-35 AY926!
AB040464.1 gg_id:137101 Alteromonas sp. str. S ABO40:
AB526336.1 gg_id:573848 Alteromonas sp. str. JAM-GA13 AB526:
Y18233.1 gg_id:8895 Alteromonas macleodii str. CH-460 Y1823:
EU188189.1 gg_id:317008 Uncultivated oceanic unicellular N2-fixing cyanobacteria are picoplankton unusual 7(EU188:
GQ495024.1 gg_id:581173 Pseudoalteromonas sp. str. W-14-2 GQ495
AM183347.1 gg_id:155988 Alishewanella baltica str. BA131 AM183
EL841485.1 gg id:310357 Alishewanella sp. str. 205 EU841.
AB295494.1 gg id:216998 Alteromonas sp. str. A14 AB295.
NR _027234.1 gg _id:540876 Algicola sagamiensis str. B-10-31; DSM 14643 NR_02
GU108538.1 gg_id:591045 active chemolithoautotrophic prokaryotes sulfidic zone Black pelagic redoxcline dete GU108
EU714266.1 gg_id:332103 Alteromonas sp. str. BG20 EU714;
DQ913886.1 gg_id:276341 Celerinatantimonas diazotrophica J-G1-2 DQY13
AJ002006.1 gg_id:8823 Rheinheimera baltica str. 05140 Baltic # 166 AJ002C
DQ985066.1 gg_id:177157 Rheinheimera sp. str. JL1145 DQ985
GQO009534.1 gg_id:500133 Topographical and Temporal Human Skin Microbiome skin plantar heel clone nbw77 GQ009
GQ280117.1 gg_id:570209 Rheinheimera aquimaris str. J5-47 GQ280
FJ170027.1 gg_id:325282 Rheinheimera sp. str. CF12-10 FJ1700
F1821606.1 gg_id:569335 Rheinheimera sp. str. TPS16 FJ18216
DQ298025.2 gg id:143812 Rheinheimera chironomi str. K19414 DQ298
FJ902308.1 gg_id:509338 phreatic limestone sinkholes northeastern Mexico biomat rock outcrop cenote La Pal FJ9023
AM117933.1 gg_id:143326 marine boreal sponge Geodia baretti Norway:Korsfjord AM117
GQ240227.1 gg_id:576918 Rheinheimera sp. str. BZ19 Q240

EU662623.1 gg_id:594183 Productivity- Chemolithoautotrophically Based Sulfidic Karst Systems floating microk EU662¢
GQ130023.1 gg_id:440958 Genetic inventory 'JPL-SAF' during MSL mission spacecraft assembly clean room floc GQ130

AY887010.1 gg_id:114447 fresh water clone 1.34.5 AY887(
FJ902639.1 gg_id:593719 phreatic limestone sinkholes northeastern Mexico biofilm 1m deep hydrothermal ver F19026
AY701891.1 gg_id:140048 Rheinheimera texana str. A62-14B AY701¢

GU108532.1 gg_id:548750 active chemolithoautotrophic prokaryotes sulfidic zone Black pelagic redoxcline dete GU108
FN397813.1 gg_id:405654 geomicrobiological investigation sediments Gulf Cadiz GeoB 9072-1 anoxic sub-surfa FN397¢
AY167340.1 gg_id:81146 Psychrobacter sp. str. ARK10133 AY167:
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659.8 1960.6 2292.2 18513 2590.6 1861.2 22382 2623.2 25487 2505.2 1763.3
392.9 2688.6 3472.8 4036.9 2795.8 38957 2552.1 3567.7 2764.8 5133.0 22619
209.9 1201.7 2227.8 13014 811.0 1359.7 765.7 1418.1 907.2 2260.8 887.7
802.7 2290.4 2537.8 2877.0 2040.8 25475 2063.3 2908.4 1920.7 4034.1 24839
36.3 49.2 1085 2226 53.5 85.3 43.0 2252 108.6 858 134.0
860.9 2561.7 3227.0 43814 27089 37348 2886.1 36659 19329 7071.2 39950
4810.3 45423 4856.9 54420 3880.8 4993.3 3598.1 54935 6038.6 4523.6 57434
1881.1 4284.7 5742.2 6955.8 5727.2 57283 54434 4899.6 4092.0 6012.4 4680.5
6220.0 3805.4 5595.8 5667.0 3586.1 4892.1 49904 5514.6 3163.5 2529.9 54545
180.4 1377.9 2320.1 24234 1659.2 2806.1 12333 27112 1057.0 4405.0 1226.6
217.4 1008.3 1540.9 1865.6 1056.0 1567.7 2244.2 1873.8 11454 889.5 9726
48.7 44.6 65.8 60.5 77.5 45.8 49.5 86.4 52.7 40.8 62.1
308.5 7029.4 5987.2 4350.7 2613.0 76283 2833.7 5891.7 90717 3717.0 54627
89.8 679.7 1721.1 613.7 313.1 1213.2 2626 5654 4837 1002.0 6253
5514.6 6888.7 8793.1 8398.1 5810.2 8012.2 6116.9 8712.7 111585 8739.6 7366.8
152.8 1493.1 13694 1644.2 16734 2811.0 813.7 30894 13815 3480.2 1820.1
14293.7 4809.4 7598.1 6173.9 5580.1 58589 58869 6512.1 7221.6 6561.8 5818.2
620.6 3526.7 5244.0 6260.2 33263 5327.1 2664.6 62347 74886 7778.6 31717
139.2 1437.0 1209.5 1496.5 1094.7 2071.2 7384 2524.6 1001.1 34223 19484
36.2 1344 2443 1909 2450 1839 3249 1885 978 1921 1923
4090.4 43351 4683.4 51229 3859.4 5105.1 3661.6 4527.7 4055.2 72505 43618
90.7 18445 20304 1679.7 1846.1 2083.3 1437.1 2096.2 1868.4 1968.5 956.2
1175.3 3246.6 4004.3 47594 3170.8 4217.6 2587.7 4772.7 4130.9 5536.1 3366.8
20998.7 9451.9 95826.0 10719.4 10314.7 9391.0 10061.1 10941.7 144575 S0591.5 124495
2465.2 54974 80729 86959 54435 6480.7 5609.0 8749.6 9199.1 3318.2 75295
106.0 1470.7 59655 6497.8 1760.3 3542.5 1155.6 7322.4 9511.5 1877.7 4114.2
7794.3 6477.1 8995.1 97291 6576.1 82127 5771.1 5982.4 11848.6 9S363.5 7883.9
1127.8 4023.3 65229 6944.2 5627.3 6138.8 5116.7 7948.6 9410.0 5034.1 459120
1487.4 4627.0 7551.2 8179.1 42625 5804.8 33415 95554 13049.6 5882.0 6069.3
788.9 5516.0 10862.6 12498.5 3370.9 7713.6 2183.5 13163.8 18701.3 74142 853499
12207.6 8345.7 8991.3 9982.7 8673.9 84289 8652.8 8963.8 13252.1 7715.2 10760.8
186.7 3586.1 5689.7 6166.9 37955 54723 4477.6 6486.3 7301.0 4267.5 4889.1
194.2 4520.0 7956.4 8806.5 5228.2 6508.8 3953.9 85393.2 10613.9 55754 5684.7
336.8 5776.8 9942.3 11064.7 6122.1 6986.7 6297.8 11235.9 14064.6 6237.5 8797.5
2440.0 5254.0 6721.0 6988.2 5537.7 6108.2 6153.1 7485.6 10744.8 6022.9 7283.7
1783.3 4186.9 7897.6 8967.0 4658.9 6756.6 4772.6 95062.7 153158 8738.0 7203.1
5114.1 6102.5 10687.7 12193.8 6214.3 8211.3 5245.2 12546.7 17859.6 9498.0 95092.7
467.9 6715.3 6652.6 6042.7 4385.1 5450.7 44721 7196.1 11212.0 39448 4305.2
217.9 28535 4662.2 53143 32815 45247 3440.0 6262.4 6402.0 3684.0 3194.7
9988.1 3277.7 3267.6 3631.6 3729.4 34225 35727 4065.7 3792.7 23984 35315
2708.1 3799.0 4398.0 4218.8 34435 64255 3083.0 4349.0 4520.3 7188.4 3808.5
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2045.3
3850.7
1553.0
2585.3
237.3
38314
5361.6
6015.6
4526.0
2915.0
1833.4
1133
5795.4
583.7
7548.1
2230.0
6981.1
7734.0
1614.0
174.3
5370.2
2381.0
5147.7
11599.3
8939.1
7313.0
10066.0
8300.3
10438.2
13498.7
9454.1
7137.0
10230.3
11287.8
7134.0
10367.8
13868.1
8326.2
6500.4
4451.8
5095.7

2505.0
4212.5
2140.7
24252
227.3
4040.8
5589.0
5018.4
4557.2
3625.1
2257.2
118.3
35334
729.5
7682.7
3043.5
6057.4
45689.1
2278.6
2535
5631.2
3081.5
5149.1
10408.7
7120.4
3416.5
8315.9
5384.1
6628.9
7571.9
9237.1
5652.1
7072.7
7029.4
5895.2
6875.1
7764.6
6077.5
4564.9
3902.7
7148.2

1652.5
2929.0
1435.9
2654.9
40.1
2828.0
4198.9
3082.9
4288.2
1409.5
1478.6
54.3
1800.0
1144.0
9215.4
1067.3
5280.0
2673.4
584.4
115.8
3785.8
1750.6
2810.0
8536.4
6700.4
933.2
6028.6
4166.6
3438.2
3527.0
7095.2
3718.1
3929.8
5143.4
3949.1
4001.4
4823.5
4440.0
3227.1
3806.1
3713.7
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s__Colwellia psychrerythraea 1575
s__Colwellia psychrerythraea 2018
s__Colwellia psychrerythraea 2277
s__Colwellia psychrerythraea 369
s__ Colwellia psychrerythraea 800
s__Colwellia psychrerythraea 812
s__Colwellia psychrerythraea 859
s__Colwellia psychrerythraea 968
s__Colwellia rossensis 852
s__Colwellia rossensis 924
s__unclassified 1060
s__unclassified 1156
s__unclassified 1200
s__unclassified 1248
s__unclassified 1380
s__unclassified 1438
s__unclassified 1503
s__unclassified 1505
s__unclassified 156
s__unclassified 1588
s__unclassified 1626
s__unclassified 1632
s__unclassified 1668
s__unclassified 1669
s__unclassified 1687
s__unclassified 18
s__unclassified 1838
s__unclassified 1896
s__unclassified 1999
s__unclassified 2036
s__unclassified 2049
s__unclassified 2158
s__unclassified 290
s__unclassified 510
s__unclassified 523
s__unclassified 610
s__unclassified 69
s__unclassified 738
s__unclassified 95
s__unclassified 990
s__Thalassomonas agarivorans 1374
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AF173964.1 gg_id:36120 Colwellia psychrerythraea str. KT0919 AF173¢
EU236321.1 gg_id:299112 Haliclona gellius: sponge and symbionts 13 m depth Pacific Ocean clone HglbG1 EU236!
AB011364.1 gg_id:8843 Colwellia psychrerythraea str. ATCC27364 ABO11
FN397812.1 gg_id:392867 geomicrobiological investigation sediments Gulf Cadiz GeoB 9072-1 anoxic sub-surfa FN397¢
GU061308.1 gg_id:560509 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater  GU061

U85841.1 gg id:8840 Colwellia psychrerythraea str. ACAM 604 U8584
AF001375.1 gg_id:8836 Colwellia psychrerythraea str. ATCC27364; ACAM 550T AFQ01:
AF530145.1 gg_id:61116 Colwellia psychrerythraea str. MGP-41 AF530¢
AY167332.1 gg_id:82309 Colwellia rossensis str. ANT9271 AY167:
AY167269.1 gg_id:82300 Colwellia rossensis str. ANT8283 AY167:
FJ905674.1 gg_id:560989 s Tonga-Kermadec iron oxide chimney-like structure on Volcano 19 Tonga Arc clone V FJ9056
DQO027051.1 gg_id:130223 Colwellia sp. str. MT41 DQO27
EF551378.1 gg_id:225725 Colwellia sp. str. BSw20516 EF5513
EU050773.1 gg_id:257619 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 01 78 EUOS0
DQ837294.1 gg id:235556 Archaeal and pristine National Park Spain Donana coastal aquifer clone 4951 1B 55 DQ837
DQ490038.1 gg_id:158539 Microbial life ridge flank crustal fluids clone ODP-70B-02 DQ490
AY167330.1 gg_id:81643 Colwellia sp. str. ANT9407 AY167:

DQ351740.1 gg_id:146764 Microbial Adherent Sediment Particles Heavy Metal Contaminated North Sea Surfac DQ351
GQ350647.1 gg_id:559927 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich GQ350
GQ848466.1 gg_id:581903 Microbial sediments vents along East Lau Spreading Centre deep sea hydrothermalGQ848

L10950.1 gg_id:8854 marine snow clone agg53 L1095(
AY829231.2 gg id:179606 Colwellia sp. IE7-5 AY829:
EU394582.1 gg_id:309555 Coccolithophore bloom dynamics shape (NE-Atl) northern Bay Biscay pelagic particle EU394!
DQO027052.1 gg_id:131520 Colwellia sp. str. KT27 DQO27
GU391219.1 gg_id:531807 Thalassomonas sp. str. JYr2 GU391
AY165571.1 gg_id:81437 Antarctic pack ice Lasarev Sea Southern Ocean clone ANTXI/4_14-151 sea AY165!
AB094412.1 gg_id:97603 Colwellia piezophila str. Y223G AB094
AF419350.1 gg_id:74479 Colwellia sp. str. Ant5-9 AF419:
EU491932.1 gg id:271119 Abundance and microbial life ocean crust deep seawater East Pacific Rise clone EPR4 EU491!
EU599214.3 gg_id:319654 Colwellia sp. str. KMD002 EU599.
EU491916.1 gg_id:258657 Abundance and microbial life ocean crust deep seawater East Pacific Rise clone EPR4 EU491!
DQ492707.1 gg_id:158794 Colwellia sp. str. BSi20061 DQ492
NR_024635.1 gg _id:548903 Colwellia maris str. ABE-1 NR_02
EU491896.1 gg_id:259552 Abundance and microbial life ocean crust deep seawater East Pacific Rise clone EPR4 EU491!
AY165566.1 gg_id:81127 Antarctic pack ice Lasarev Sea Southern Ocean clone ANTXI/13-90 sea AY165!
AF530146.1 gg_id:103969 Colwellia sp. str. MGP-59 AF530:
GU108544.1 gg_id:589927 active chemolithoautotrophic prokaryotes sulfidic zone Black pelagic redoxcline dete GU108
AY167264.1 gg_id:81818 Colwellia sp. str. ANT8203 AY167.
D0Q923440.1 gg_id:179604 Alteromonas sp. W-6 DQY23
DQ228659.1 gg_id:141317 Microbial colonizing mineral surfaces within sulfide-microbial incubator clone CH2b7 DQ228
DQ212914.1 gg_id:140089 Thalassomonas agarivorans str. TMA1 DQ212
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59.5 3412 4355 3726 552.8 3435 11858 5656 2817 519.1 2885
41.3 560.7 6625 7196 11420 792.1 7831 11376 527.2 2441 3515
7321.4 3570.0 3292.1 3550.2 4057.3 3476.0 4438.0 37639 5136.3 3369.5 4576.6
23820.8 8219.1 7175.2 8007.3 7948.0 7829.3 84328 7400.2 12732.7 10993.6 12356.3
412.8 2352.9 27879 2356.2 2820.3 27285 32029 2741.0 1688.6 1350.6 2634.1
54.5 67.3 86.3 77.4 75.3 48.5 586.8 77.8 69.6 135.1 47.6
195.6 1153.8 11683 1281.7 1805.5 1499.7 21145 1611.8 1476.1 588.0 719.0
11904.6 5114.8 4707.6 53179 50719 46484 6579.4 5883.6 6749.0 54915 5884.1
4830.6 2105.2 1686.8 16565 2056.3 1685.1 1599.6 2120.3 3204.8 2757.2 11731
43.0 1678 1861 1904 4188 231.1 11993 1948 106.3 39.8 95.1
10443.1 6599.4 6223.4 6837.7 5159.3 6532.6 4518.3 8446.8 7629.1 10141.9 69859.8
2031.6 14536 19213 17258 16343 1706.4 11984 16658 1221.7 8055 10074
62.8 1261.1 1074.2 923.0 8483 1367.7 2529.0 19016 6813 910.2 8079
441.1 3642.2 3001.6 4051.3 2524.2 40935 3566.5 4326.5 21253 25644 32739
152.9 8346 1031.0 582.0 1465.0 1096.7 2119.6 1380.0 588.0 482.7 6279
2834.2 5057.4 5437.6 5717.8 49685 5071.2 37723 5978.2 7355.8 5400.1 47926
1320.3 1704.7 1957.4 2095.5 3507.2 23085 4378.7 2502.8 8345 14554 16815
S502.0 1877.0 23393 25247 2854.3 2151.7 2416.2 3221.3 23488 1413.0 14730
196.7 1905.1 1636.7 1736.7 13816 144591 1397.1 1397.2 13645 1606.9 10554
2908.8 3668.5 4571.2 49188 42714 47879 4508.1 56435 45426 6982.2 4307.6
44.2 51.1 77.7 68.3 62.7 78.4 60.3 264.0 63.6 184 63.5
2762.0 4786.9 4873.9 4851.8 5051.0 4965.3 ©5982.8 4838.0 6163.3 4723.0 3702.2
53.6 420.7 787.7 889.2 526.2 554.8 17217 7969 677.4 303.3 4099
6917.7 2497.9 3649.7 3638.7 23285 2817.0 2319.2 2733.0 43025 28129 35741
42.1 1248.6 1339.1 18289 13855 13189 2163.6 24546 10142 7016 916.1
896.7 35244 4083.4 4803.3 4416.4 45634 3746.7 4408.6 55174 19449 38354
3565.3 28509 3520.3 3395.1 42424 2586.9 51194 3363.2 40635 3117.1 2610.2
16306.7 3408.4 3207.9 3268.6 34349 41573 4107.8 38685 4839.2 5402.1 43537
68.4 1003.4 9486 1194.2 7330 6139 1794.1 15261 621.9 437.0 8724
140.0 1861.8 2276.1 2174.6 14079 2388.1 1501.1 1954.7 3603.6 1988.8 1484.6
3542.8 2277.8 2850.9 2985.6 3130.2 2230.4 3000.9 2842.2 34734 1920.7 21694
240.1 45025 41454 3597.7 21894 41089 3596.1 6110.4 37447 2563.8 44488
66.6 6240 6547 6655 7176 5173 12794 8095 317.8 726.7 3505
4428.8 7017.9 62113 62933 6748.4 6364.8 7093.6 67975 7865.2 5352.2 5397.0
99.4 9554 1452.8 1356.6 1068.6 1934.0 1178.6 16858 7446 3934 9383
5090.1 6118.2 6290.5 6618.3 83105 6106.1 77253 6857.2 90656 7603.1 6272.7
6042.6 44247 4698.9 4198.7 3306.6 3569.3 33254 43220 5426.7 5269.6 73456
646 4970 770.8 6864 2743 4583 7492 6274 3873 2139 1353
241.3 1657.6 1767.4 14721 1803.8 1459.7 1577.8 3373.0 1009.6 7859 1752.2
1733.1 2373.6 21904 25227 2961.3 22781 47452 24313 2863 2008.0 2437.1
139.4 3025.5 32684 3511.8 2981.8 3808.9 4007.8 4044.3 2514.2 2226.0 2757.5
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834.8
1219.0
4367.3
7480.4
2803.2

89.2
1364.1
4929.9
1396.0

232.2
6931.5
15104
1443.8
4459.4
1256.3
5823.8
1801.4
3146.1
1688.2
4960.4

97.4
4602.1

816.5
2559.5
2251.4
3741.7
3476.2
3414.0
1051.8
2388.1
2566.3
5370.6

831.8
6810.3
1846.2
6319.6
3609.5

729.3
1645.1
2694.1
3621.2

663.4
859.2
3840.2
9400.5
2854.7
111.5
1300.1
4887.5
2295.6
1343
7165.7
2612.1
1615.3
4450.2
1210.1
5346.2
1998.3
2365.8
21395
5152.2
39.3
5433.0
1048.9
5001.7
1708.8
33697.1
3456.7
39155
1155.5
2685.3
2852.0
4595.8
788.8
6360.1
1129.7
7429.7
4141.7
865.5
2035.1
2380.9
3473.9

547.2
805.1
3138.8
7622.3
2872.8
35.0
920.7
4464.9
1740.3
181.4
4779.0
2058.1
1060.8
3433.0
1075.2
4068.9
2166.2
2147.2
2337.3
3787.6
78.7
3402.2
867.8
2207.3
2231.7
2718.7
2974.4
3573.2
470.5
1157.1
2492.8
4015.8
516.6
5346.6
1054.6
6146.9
3588.0
380.6
1610.0
2867.4
3725.9
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unclassified
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unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

Ferrimonas marina

unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

[diomarina baltica
Idiomarina loihiensis
{diomarina loihiensis

unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

Pseudidiomarina homiensis

unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

1328
1401
1465
1470
1556
1607
1920
2117
252
496
675
694
1718
286
7383
6309
6237
6564
6611
6763
6938
7411
2297
1110
1169
1385
1533
1645
1845
250
423
428
505
782
806
1004
121
1647
1854
1976
202
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GQ848478.1 gg_id:584370 Microbial sediments vents along East Lau Spreading Centre deep sea hydrothermalGQ848
FJ717227.1 gg_id:553622 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc F17172
FJ202297.1 gg_1d:322290 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata kFJ2022
GU230351.1 gg_id:594414 Multilevel approach along Rio de la Plata-South Atlantic Ocean coastal sediment cloiGU230
FJ203045.1 gg_id:322845 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2030
AY643537.2 gg_id:131602 White plague like disease Eilat coral reef AYB43!
AY194066.1 gg_id:81968 Thalassomonas ganghwensis str. JC2041 AY194(
FJ203217.1 gg_id:306276 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2032
EU491328.1 gg_id:269454 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount Pisces Peak EU491:
U15115.1 gg_id:8864 hydrothermal vent clone PVB_OTU 12 Ui1511
FJ791872.1 gg_id:513615 Unexpectedly archaeal species shift between rare and dominant over thousand year FJ7918
FJ203091.1 gg_id:324976 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢ FJ2030

AJ294747.1 gg_id:26868 Thalassomonas viridans str. XOMS5 CECT 5082 DSM 13753 AJ2947
AY770724.1 gg_id:110997 sea urchin Paracentrotus lividus clone PIS53 AY770°
FJ952826.1 gg_id:382239 Colwellia sp. str. 1tb5 FJ9528
AB193748.1 gg_id:111458 Ferrimonas marina str. A2A-30 AB193
AB252733.1 gg_id:243052 Paraferrimonas sedimenticola str. Mok-142 AB252’
GU391222.1 gg_id:528038 Ferrimonas sp. str. JYr13 GU391
FJ203654.1 gg_id:341133 and White Plague Disease-induced Changes Caribbean Coral Montastraea faveolata I FJ12036
EU620413.1 gg_id:278677 Ferrimonas balearica str. 58-05 EU620:
AB193752.1 gg_id:112098 Ferrimonas balearica str. A2A-18 AB193’
AB193755.1 gg_id:111912 Ferrimonas sp. str. A3B-58 AB193
NR_027560.1 gg_id:549106 Idiomarina baltica 05145 str. 05145; DSM 15154 NR_02
NC 006512.1 gg _id:128686 Idiomarina loihiensis str. L2ZTR NC 00
AE017340.1 gg_id:128915 Idiomarina loihiensis str. L2TR AEQ17:
AY092077.1 gg_id:67499 ldiomarina loihiensis str. 53 AY092(
AY635468.1 gg_id:107632 Idiomarina seosinensis str. CL-SP19 AY635:
EU603445.1 gg_id:275762 Idiomarina seosinensis str. PTG4-5 EU603:
AY553081.1 gg_id:107227 Idiomarina loihiensis str. GSP41 AY553(
NR_029115.1 gg _id:557590 Idiomarina fontislapidosi str. F23; LMG 22169 NR_02
EU440964.1 gg_id:311612 Idiomarina seosinensis str. PR58-8 EU440
DQ235566.1 gg_id:142194 biofilm water pipeline biofilms steel pipelines Gulf Mexico clone 20 DQ235
AY526862.1 gg_id:102489 Idiomarina ramblicola str. R22 AY526¢
AY505529.1 gg_id:101950 Idiomarina loihiensis str. GSP13 AY505!
FM877003.1 gg_id:574998 Idiomarina sp. IT-2008 str. CVS-6 FM877
DQ234155.2 gg_id:144284 determined library mangrove clone DS071 DQ234
EF486355.1 gg_id:222466 Idiomarina salinae str. 15L-52 EF486:
GQ180187.1 gg_id:591011 Pseudidiomarina sp. str. SW5 GQ180
GQ246209.1 gg_id:577128 Pseudidiomarina sp. str. YCSA4 GQ246
DQ416777.1 gg_id:268666 Idiomarina sp. G2DM-8 DQ416
DQ118948.1 gg_id:131585 Pseudoidiomarina taiwanensis str. PIT1 DQ118
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1351.6 3293.2 46189 4662.2 3640.0 46°94.3 4277.7 5713.0 47973 35753 37717
3315.1 40739 5003.7 5376.1 6462.1 5057.3 5224.2 5397.5 5515.1 5557.0 4726.0
241.0 1730.0 21359 2021.2 19544 18245 34843 19885 1173.8 10859 1365.0
251.6 3334.0 39535 4120.5 36989 3578.0 3440.7 3653.3 25917 2108.7 21335
116.6 2543.3 30394 3596.5 3283.8 3008.1 2719.2 3653.3 1963.3 1516.0 1884.2
1183 1117.4 11316 1120.8 18421 1244.8 16893 1210.2 7821 1216.8 7453
745.9 4630.8 5261.8 5615.0 5622.1 5506.2 6191.6 6341.1 4782.8 62574 52211
9504.6 66249 7053.4 85222 6182.3 69754 6845.2 7201.0 8469.8 9516.2 09550.1
16930.5 5144.2 5878.4 5486.0 5951.9 5127.0 61156 62443 66835 6720.1 5547.7
29.0 2885 7113 5364 6611 590.2 18299 5995 3609 98.7 2427
6354.1 31484 3237.9 52476 4324.8 4261.5 3576.3 5077.3 4412.6 5504.2 2165.2
21243 46829 5388.2 5554.3 4787.2 5116.7 41721 5643.1 57413 6737.0 57014
47.7 3572 6765 6426 3753 684.2 14758 726.7 2323 7142 34338
49.5 24.3 19.1 21.7 25.6 18.2 24.3 16.8 22.8 16.5 17.4
270.9 2579.2 34486 3561.0 3821.9 2841.1 3874.8 3677.0 3524.8 2168.1 2342.1
101.3 520.0 7969 933.2 582.2 404.7 1087.0 6154 1828 2314 71859
197.1 2009.0 1849.6 1723.0 2352.3 2335.1 2402.7 2511.7 1369.7 1784.3 1462.6
752 4264 7107 596.6 7544 5565 660.5 4653 2776 333.6 5609
556.9 2009.7 2019.5 23325 20344 2303.0 2003.0 2111.0 1724.8 3399.7 25259
106.2 1242.1 1803.1 20239 7659 991.7 1400.1 15255 514.8 879.0 14424
272.1 3826.6 3297.2 34294 29374 3507.3 2868.2 43394 3635.0 4186.5 3398.1
160.4 3035.6 28255 3198.5 31799 2971.7 49559 2633.3 1649.6 3998.7 1620.0
190.2 3513.6 4803.0 6355.5 3052.0 4685.9 2884.0 51313 4920.0 70209 3154.0
1774 2525.7 28085 3135.8 2406.4 3057.3 24115 3641.2 2876.2 3659.2 2600.5
250.9 6106.7 5773.3 6338.2 5985.8 6495.2 53185 6542.0 5517.7 6224.9 6140.3
147.6 21715 25983 3035.6 2089.2 24895 1816.2 35219 2991.1 2586.1 2164.0
338.0 32858 29685 30144 3136.5 38045 26974 35929 1793.1 3889.3 3001.1
155.6 2946.2 39219 4131.2 2926.5 3559.0 3199.7 3986.0 3277.3 51489 267159
206.7 5082.1 56759 54275 5589.5 6157.9 5060.5 6522.2 5377.3 5292.1 3882.6
293.6 4054.8 5601.7 6547.1 51556 5090.5 45803 5867.2 50765 7779.5 41716
69.0 11909 12279 12184 937.7 16583 10335 17052 6391 6586 6180
701.5 2898.8 3159.6 3143.8 2709.2 3581.7 3105.8 3484.2 31491 2563.5 18373
257.6 5850.7 6137.1 6434.0 7824.0 7569.8 6455.6 8337.6 74305 6203.9 4930.2
140.8 1734.0 2160.4 2316.2 16447 2028.7 14495 2870.6 25940 23852 16749
1644 621.2 9080 741.1 5758 1026.2 4984 1018.7 577.2 12134 4085
103.3 69.7 1018 80.3 139.2 200.1 912 1473 91.1 67.7 51.8
73.1 962.0 14747 12982 1137.1 1252.8 1647.5 2070.7 816.3 15749 938.0
945 770.8 13034 1463.3 12257 11265 891.8 1568.0 1707.7 927.9 858.7
428.7 2381.4 3096.3 3468.7 2576.1 2993.9 3044.7 3625.7 1508.3 4000.5 2699.8
96.5 1514.6 24843 22795 990.8 25145 714.8 3099.0 2260.7 4290.2 14376
142.0 2110.6 22825 2203.2 2802.7 27489 3147.6 2586.4 14219 3844.6 13345
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5388.0
5156.3
2508.5
3604.4
3355.7
1063.5
5901.4
7158.7
6104.5
492.1
4573.6
5237.1
796.4
18.5
3424.2
282.1
1611.5
416.4
2650.1
11426
4778.5
2853.7
5757.3
3644.7
7111.5
33235
6124.9
3520.8
6795.1
5922.2
2809.8
5005.7
8736.1
2705.5
1232.3
189.4
1671.1
1741.3
3452.6
2686.5
2955.6

3566.3
5513.2
1870.5
3981.5
3011.8
1620.5
5470.4
8865.3
6427.1
691.1
5353.5
6005.7
762.7
18.8
3561.1
453.2
24445
621.0
3207.2
1938.6
4687.4
2578.0
4832.1
3325.3
6420.8
2941.5
4132.6
3813.1
5515.0
4958.6
1409.4
4178.5
6475.6
24136
1111.6
158.5
21153
1261.1
31753
3552.0
2987.0

4243.6
4387.5
3176.4
5924.1
3063.6
1262.8
5594.3
7267.6
4588.6
508.4
3399.6
3748.7
364.9
22.8
3468.7
233.1
1856.8
436.5
1970.6
5596.8
3794.9
2940.2
32304
2804.7
4581.4
2670.3
3225.1
2802.9
5870.5
4449.6
13504
3283.2
6505.1
1813.4
673.7
139.5
1449.9
1651.5
2661.8
1923.1
2452.8
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FJ581032.1 gg_id:541977 Idiomarina sp. str. ITRM14 FJ5810

EF212001.1 gg_id:214514 Pseudidiomarina sp. str. ¢121 EF212(
EU600202.2 gg_id:260949 Pseudidiomarina sp. str. 8C EUB00:
EU722654.1 gg_id:327394 Microbial athalassohaline Tirez lagoon (Spain) sediment clone SB43 EU722
EF554907.1 gg id:222862 ldiomarina sp. str. G-He8 EF554¢
GU458902.1 gg_id:562858 microbiota human male female forehead forearm and influence make-up skin clone GU458
X92129.1 gg_id:44150 Crater Lake isolate 11C1 X9212¢
GU471247.1 gg_id:517013 Idiomarina sp. str. 10-D-4 GU471
EF554896.1 gg_id:226059 Idiomarina sp. str. JK38 EF554¢
FJ152984.1 gg _id:347471 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX4CIFJ1529
EF554906.1 gg_id:223511 ldiomarina sp. str. G-He7 EF554¢
X92128.1 gg id:32525 Lake Nakuru isolate 20N1 X9212¢
D21224.1 gg_id:8975 Moritella japonica str. DSK1 D2122.
AF530133.1 gg id:70982 Moritella sp. str. MGP-6 AF530:
AJ132226.1 gg_id:8977 Moritella viscosa str. NVI 88/478T AJ1322
AB189343.1 gg_id:112983 cold seep sediment clone JT58-18 AB189:
AJ297540.1 gg_id:48310 Moritella marina str. NCIMB 2263 AJ297°E
AY700605.1 gg_id:109434 Australia: Great Barrier Reef clone PDA-QTU7 AY700¢
AB183504.1 gg_id:105913 Moritella sp. str. 47A1 AB183!
AB008797.1 gg_id:8989 Moritella yayanosii str. DB21MT-5 ABOOS’
AY382585.1 gg id:96373 Moritella sp. str. 2-2-2-1 AY382!
AB038033.1 gg_id:33284 Moritella marina str. ATCC15381T ABO38t
NR_025380.1 gg_id:573974 Moritella abyssi str. 2693; JCM 11436 NR_02
AJ252023.2 gg_id:72172 Moritella profunda str. 2674 AJ252C
AB183499.1 gg id:101616 Moritella sp. str. 38C1 AB183.
AB183496.1 gg id:101122 Moritella sp. str. 36C1 AB183.
AB013841.1 gg id:8993 Moritella sp. 9-11.F ABO13:
AB013842.1 gg id:8994 Shewanella sp. 7-1.E ABO13:
AB040467.1 gg_id:20333 Pseudoalteromonas sp. str. R ABO40:
DQ349123.1 gg _id:147282 Pseudoalteromonas aurantia DQ349
CR954246.1 gg_id:140486 Pseudoalteromonas haloplanktis str. TAC125 CR954!
CR954246.1 gg_id:140406 Pseudoalteromonas haloplanktis str. TAC125 CR954!
AY040230.1 gg_id:21879 Pseudoalteromonas transiucida str. KMM520 AY040:
AF316144.1 gg_id:52879 Pseudoalteromonas issachenkonii str. KMM 3549; F13 AF316:
EU880522.1 gg_id:351145 Pseudoalteromonas elyakovii str. P18 EU880!
AF316142.1 gg_id:37455 Pseudoalteromonas issachenkonii str. KMM 3558; F2 AF316:
FJ457238.1 gg_id:568943 Pseudoalteromonas luteoviolacea str. S4060 Fl4572
FJ952795.1 gg_id:446774 Pseudoalteromonas sp. str. 1tc11 FJ9527
FJ200646.1 gg_id:308744 Pseudoalteromonas haloplanktis str. | 6 FJ2006
EF584051.1 gg_id:228654 Pseudoalteromonas sp. str. GAS9 EF584(
EF584064.1 gg_id:227631 Pseudoalteromonas sp. str. LS3 EF584(
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2818.7 2357.1 2672.6 28354 2200.0 28054 23583 31685 21122 27324 21126
63.5 2003.0 1940.5 2207.2 2131.7 33714 1986.9 22538 1280.9 2247.2 16928
92.0 13312 1657.3 18105 1050.2 1540.1 1032.4 2326.8 1355.8 33174 12533
397.1 17353 2572.8 24839 2292.7 1790.7 2686.4 2409.0 14619 2189.2 1664.3

12541.0 3526.8 4659.7 4467.6 5207.1 4608.8 4753.6 4904.1 4650.1 6111.5 4848.4

13708.1 4852.9 5789.1 6169.1 6888.0 5138.2 51734 7083.4 8646.6 4845.2 8724.4
66.5 631.3 849.1 8897 660.1 1068.3 6364 9244 582.1 1920.7 4613
118.8 3825.7 1993.0 1829.3 1687.0 1841.7 2037.0 4344.3 1819.7 47924 1926.0
740.2 2015.2 2550.5 2669.2 2084.0 2618.0 1797.0 3462.2 33393 2640.7 23475

1016.0 2288.8 2990.1 3111.8 28345 3155.7 2804.7 4025.6 33493 2664.1 27752

3583.0 2005.7 2284.0 2226.8 3543.2 2522.8 27254 24186 16341 15896 2186.4
58.1 98.8 1178 1254 87.3 1138 957 216.2 111.2 1371 63.9

3273.7 31747 3823.6 4265.8 3855.1 4466.2 3617.0 3513.7 3221.3 5506.5 33275
232.4 1681.0 2189.7 2378.4 2083.9 2064.8 21255 2816.7 2227.4 2525.0 1661.0
177.4 34345 37329 35755 3281.2 4493.4 3027.4 4853.7 4028.8 6118.0 32485

1876.3 2644.2 3506.5 2939.7 26249 12997.1 27734 2865.6 3671.2 4046.2 31293

12149 43285 5073.6 5397.3 3959.1 5157.6 4700.1 45950.0 6521.7 54343 44253

3488.7 3717.8 3606.8 3840.7 4157.0 4471.2 3464.1 4483.7 51595 68055 3484.6
500.0 2008.8 2169.8 2351.0 1812.0 2301.1 2041.1 19049 27795 2528.6 24422

2704.3 24450 31135 3271.4 32787 3042.0 3320.7 30589 2592.1 28934 27270

184459 5376.1 6232.8 65429 5351.2 6031.0 5915.0 61975 85543 81854 6135.1

2939.9 2758.2 3500.3 3799.3 3667.2 3713.0 33643 3561.0 2966.1 4285.6 30146

3229.1 24%4.2 3075.5 3257.7 3326.6 3262.9 3205.2 2891.0 2352.2 3410.1 2706.1
152.2 2320.1 23653 2558.9 22915 2714.8 22983 2557.6 19784 3853.4 20443
77.0 1260.6 1663.3 19025 1395.6 2071.3 1198.9 20834 1506.2 2911.1 13183
159.7 2657.5 2669.5 2918.0 2160.2 3600.9 1827.9 3242.6 3542.0 55205 21575

4547.5 10234 1062.5 11899 1284.4 13755 1118.5 14355 14457 18799 1101.2
2759 13148 1646.5 1903.6 15754 2762.4 1204.8 2448.2 1330.3 4585.3 10286
322.7 2881.2 2715.6 33348 2167.9 36584 1367.7 4170.7 2999.2 6498.6 2637.7
64.8 6103 9320 7976 6136 8798 5429 8780 7305 848.6 4628
65.5 9148 7144 5034 6581 9190 5094 6758 9976 1668.3 463.2
9.0 308.7 6064 7985 140.2 2384 2104 6834 1615 366.6 2759
182.0 5$63.0 15114 1453.2 546.3 11269 816.7 1796.9 9552 1547.1 14389

2192.7 32346 2873.0 2920.0 2980.6 3280.8 2045.8 35744 30349 4581.1 3973.7
232.8 1609.5 21134 26055 1200.7 1909.6 15725 2275.1 11279 3060.0 1715.1
176.6 3421.4 26055 2870.6 2506.7 3523.4 1398.6 3403.4 3597.2 6048.5 2286.5
447 14277 1294 98.4 2189 99.0 190.0 1052 1029 69.5 35.8

23906.3 13757.1 13433.1 16403.5 14077.2 14386.1 14941.0 13923.8 21500.1 12148.4 19185.5
84.5 2498.8 3003.5 28020 2447.0 2959.1 1831.7 3748.8 2440.8 4687.6 3181.7
96.5 13513 18819 2279.6 1611.8 1458.0 501.4 26158 2017.1 22723 1267.3
100.0 1366.1 1949.0 2247.9 1815.1 1970.5 909.2 3067.8 21821 2879.4 13232
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25535 3607.3 2779.7
4837.1 3381.3 159733
1695.8 2227.8 946.6
2613.2 28243 3027.6
4903.9 5165.0 4083.3
6296.3 5777.1 48450
966.6 1816.7 732.9
3937.1 2364.0 1671.0
3347.7 3043.0 1383.8
3846.1 3533.8 3201.1
2538.7 3002.2 3753.6
1804 3149 1584
3798.9 42258 2940.8
2460.9 2938.9 20485
3442.2 5118.8 2571.9
2640.2 3756.0 2280.3
4261.3 6873.2 35986.0
4189.8 4302.8 3168.2
1869.1 2756.8 2301.5
2940.5 2913.6 2394.1
5513.8 7399.9 5593.7
3555.2 3414.2 26519
2852.5 2508.9 2376.7
2655.0 31579 28934
2036.2 2073.1 13354
2872.4 3040.8 2327.7
1368.8 1753.3 1002.0
2604.3 29953 1558.0
3386.3 45359 2866.7
1006.1 1389.3 6344
9445 807.2 5838
369.9 5184 1781
15209 5149 461.1
3167.9 3335.0 1816.8
1878.8 1506.3 936.6
4129.3 3538.2 2634.8
50.3 180.3 1203
14300.1 15701.7 12820.6
3592.6 3676.6 1954.1
2086.3 1533.8 1687.6
2455.8 2449.6 1931.6
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DQ005864.1 gg_id:131493 Pseudoalteromonas sp. str. A213 DQOO5
AY621063.1 gg_id:107053 Pseudoalteromonas sp. str. NJ6-3-1 AYB21(
FJ362488.1 gg_id:360655 Pseudoalteromonas sp. str. 4-9-11-2 FJ3624
FJ200651.1 gg_id:309736 Pseudoalteromonas porphyrae str. | 85 FJ2006
AFA475096.1 gg_id:42828 Pseudoalteromonas porphyrae str. Q-1-6 AF4A75(
DQ531952.1 gg id:161487 Pseudoalteromonas sp. str. M15322 DQ531
X82147.1 gg_id:8972 Pseudoalteromonas rubra str. ATCC 295707 X8214:
FJ457188.1 gg_id:539701 Pseudoalteromonas rubra str. 52676 Fl4571
F1457197.1 gg_id:559457 Pseudoalteromonas ruthenica str. $2756 Fl4571
NZ_AAQOH01000015.1 gg_id:156459 Pseudoalteromonas tunicata str. D2 NZ_AA
AF295593.1 gg_id:19424 Pseudoalteromonas sp. str. ACEM-4 AF295!
Z225522.1 gg id:8973 Pseudoalteromonas tunicata str. D2 2255272
FJ497712.1 gg_id:590855 Pseudoalteromonas sp. str. V5-105 Fl4977
EU330355.1 gg_id:238270 Pseudoalteromonas sp. str. BSi20440 EU330:
EU330364.1 gg_id:249895 Pseudoalteromonas sp. str. BSi20654 EU330:
AJ874344.1 gg_id:110410 Pseudoalteromonas atlantica str. 01/110 AJ8743
EF673282.1 gg id:249648 Pseudoalteromonas sp. str. BSi20628 EF6732
U85855.1 gg id:8913 Pseudoalteromonas prydzensis str. MB8-11 U8585.
FJ952812.1 gg id:419834 Pseudoalteromonas sp. str. 2ta8 FJ9528
DQ218321.1 gg id:139718 Pseudoalteromonas sp. str. EBD DQ218
DQ492780.1 gg_id:157463 Pseudoalteromonas sp. str. BSi20598 DQ492
AF366042.1 gg_id:27905 marine str. BB2AT2 AF366(
DQ520891.1 gg_id:161179 Pseudoalteromonas sp. str. BSi20526 DQ520
DQY985065.1 gg_id:177202 Pseudoalteromonas sp. str. JL1130 DQY85
AF529062.1 gg_id:60988 Pseudoalteromonas citrea str. CIP 105339 AF529(
AM111083.1 gg_id:140836 Pseudoalteromonas sp. str. 8049 AM111
X82139.1 gg_id:8918 Pseudoalteromonas tetraodonis str. IAM 14160T X8213¢
EF551372.1 gg_id:220500 Pseudoalteromonas sp. str. BSw20508 EF551:
FJ457152.1 gg_id:546070 Pseudoalteromonas sp. str. $1610 FJ4571
FJ200640.1 gg_id:341432 Pseudoalteromonas agarivorans str. C 36 FJ2006
AB231330.1 gg_id:137602 Pseudoalteromonas viridis str. G-1387 (=MBIC03135) AB231
EF584014.1 gg_id:233255 Pseudoalteromonas sp. str. AS1 EF584(
AM180744.1 gg_id:150838 Pseudoalteromonas citrea UL34 AM18C(
DQ537514.1 gg_id:161414 Pseudoalteromonas haloplanktis str. BSi20545 DQ537
AM111018.1 gg_id:140829 Pseudoalteromonas sp. str. 7016 AM111
AM111094.1 gg_id:140955 Pseudoalteromonas sp. str. 8060 AM111
AB457045.1 gg_id:309901 Pseudoalteromonas sp. str. SB-Al AB457(
AM111086.1 gg_id:140902 Pseudoalteromonas sp. str. 8052 AM111
AMG691088.1 gg_id:221420 Pseudoalteromonas carrageenovora str. EG27 AMGB9]
AF539773.1 gg_id:84384 Pseudoalteromonas sp. str. E36 AF539°
AF144036.1 gg_id:8967 Pseudoalteromonas maricaloris str. KMM636; LMG 19692; CIP 106859 AF144(
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92.6 13921 19724 2283.0 18233 19727 916.8 3068.2 2048.6 28875 13214
89.5 9415 14453 17844 12298 1405.6 6054 2070.2 15451 2132.8 906.3
525.0 2015.8 2580.4 2839.2 2065.8 2230.2 1972.8 3315.6 3264.7 30545 18957
9056.2 3002.4 39714 41503 36234 2909.7 3810.1 3468.8 5796.9 3542.2 41324
503.3 1039.2 14459 1619.6 1588.4 1320.3 1363.3 18204 1213.6 1941.3 9129
3504 908.4 11503 14443 1163.7 1075.7 13146 15449 1004.2 1001.1 663.0
3250.6 1608.0 1434.1 19345 16949 1883.0 1400.2 1630.4 1865.3 1710.7 1558.3
3261.0 1679.1 1531.1 2018.3 18025 15970.6 1408.8 1662.4 1791.8 1816.8 15924
55.0 1254.8 1544.3 1468.7 1262.4 1986.2 1118.0 1593.7 526.9 16557 687.0
63.7 1230.0 1885.0 2099.2 6934 1146.7 570.1 27422 25195 16424 12110
1799.5 3455.7 3388.6 38584 28744 35153 2746.5 3817.7 4010.6 42495 39457
3253.7 5058.1 5575.1 6370.4 5830.9 68053 56110 6327.1 51315 9610.3 41436
68.6 8728 14510 663.7 660.0 11845 5503 15399 522.8 14348 1636.9
2645.4 5022.3 5542.8 58159 59449 5341.8 64095 5139.2 5558.6 8145.6 55879
2215.6 2310.2 22321 1412.2 1655.0 2357.8 1547.4 1780.0 2917.0 17335 10954
3877.3 4612.0 5545.3 5595.2 46404 5541.7 5375.6 5737.6 5275.7 8384.1 6084.7
148.2 521.7 5354 559.1 396.7 7456 263.7 9565.7 4059 1064.4 571.3
143219 6665.0 6863.9 6760.7 74645 6316.6 71235 7580.2 91323 91445 6983.2
3267.0 1990.9 1948.9 2501.8 20283 2559.4 15787 2290.8 23433 2770.8 184738
2225 1778.6 2426.0 2588.6 1434.1 2066.6 1661.2 2822.1 1253.2 3682.0 2080.9
306.9 16534 2954.1 33285 870.1 17595 17224 28233 9975 2509.8 2264.7
6788.7 1765.6 2149.2 1891.1 2063.8 2149.8 3354.2 1854.6 2403.1 1900.5 2004.8
125.5 53.5 54.9 56.9 55.6 47.8 39.0 58.2 58.6 68.7 50.9
932 1109 4276 6351 1257 2876 140.1 153.7 60.8 529 1365
50.6 5213 4554 3624 3764 4911 404.7 956.0 288.2 671.3 8371
2902.8 37237 4957.1 45455 4293.1 44220 42873 4370.6 48679 5639.4 4285.6
144.2 1660.7 1474.4 1479.2 1804.0 1770.6 1758.0 1534.2 14157 1847.5 113583
2281.9 32543 3203.1 3456.1 43385 4088.0 3104.0 4168.1 3108.0 6207.3 3790.8
70.5 598.7 773.0 7686 1083.3 12763 7559 6725 5785 2146.7 544.7
15152.7 5421.7 53733 63259 51745 47704 6418.8 4568.4 75358 71295 956255
6602.0 5952.6 5591.0 6826.6 6579.0 6466.4 61499 73526 64343 5466.6 10458.9
17426 4826 637.7 3222 553.6 2881 1114 3994 4944 409.2 1554.3
51.1 6267 717.6 7433 11554 10399 7431 7528 680.0 21073 6133
105.3 2395.6 28488 2763.5 27154 26704 1665.2 5060.9 29431 3109.1 24357
2296.3 22128 2217.5 2853.7 2240.7 2499.5 32184 2840.3 2227.1 37388 1670.0
2750.4 31246 36394 32175 31403 30649 36923 3720.1 34194 3706.0 3814.6
32766.9 9498.4 82783 9117.3 8269.0 93595.8 10313.1 7532.3 15055.7 10034.2 12676.3
6469.5 4870.4 5087.0 53229 5496.3 5622.2 60174 5467.4 6388.1 5076.2 5289.8
170.0 3044.6 3275.2 32554 2727.2 30979 2157.5 36153 28664 3779.8 35058
30.3 854 1380 91.2 1394 101.2 1015 86.7 40.2 45.9 62.5
112.9 13749 1807.6 2176.5 1458.0 1784.9 986.1 2406.1 1376.9 2304.2 1708.8
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2464.5
1678.6
3065.8
2905.5
1924.7
13373
1668.9
1872.6
1660.2
2790.5
3531.1
6963.9
1516.1
6050.8
1814.4
5337.7
874.2
7103.6
2667.2
2081.4
2059.7
1409.3
53.0
121.7
505.0
4989.1
1934.6
4913.4
1082.0
4569.3
6761.8
217.3
1245.1
3643.4
2966.3
3346.5
7685.6
4978.1
3078.6
109.6
2028.0

2471.0
1586.5
3458.7
5401.7
1917.4
1732.3
1960.7
2189.1
22923
1512.7
4169.3
7592.8
1177.3
5306.3
21141
5387.4
857.3
7509.7
3080.9
2168.6
1919.0
1951.0
85.5
223.4
413.2
5262.1
1866.2
4127.7
1310.9
6287.6
6352.3
578.3
1386.0
3840.3
3189.6
5093.3
10944.7
7153.6
3235.8
1135
1714.7

2066.3
1316.9
2259.9
33504
1370.1
1228.3
1393.2
1588.6
836.7
554.1
3022.4
5235.4
722.3
5143.7
1810.2
4266.0
426.7
6276.2
1917.2
1050.6
826.5
1941.3
41.3
176.5
156.7
3855.2
13345
2642.2
552.2
4987.0
5886.9
151.5
520.4
2620.6
3061.0
3736.6
8040.0
5402.6
1874.0
120.5
1202.8
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AF007286.1 gg_id:8968 Pseudoalteromonas peptidolytica str. F12-50-A1
AF082564.1 gg_id:8947 Pseudoalteromonas distincta str. KMM638T
X98336.1 gg_id:8944 Pseudoalteromonas antarctica str. CECT 4664 NF3
FJ457157.1 gg_id:566474 Pseudoalteromonas sp. str. 51688

DQ520896.1 gg_id:159738 Pseudoalteromonas tetraodonis str. BSi20588
DQ492778.1 gg_id:158463 Pseudoalteromonas sp. str. BSi20595

EU807989.1 gg_id:310988 Pseudoalteromonas haloplanktis str. AFMB-008041

DQ492753.1 gg_id:157167 Pseudoalteromonas sp. str. BSi20333
AB457046.1 gg_id:347435 Pseudoalteromonas sp. str. SB-A2
EU330377.1 gg_id:249390 Pseudoalteromonas sp. str. BSw20050
FJ937921.1 gg_id:512210 Pseudoalteromonas sp. str. L5169
DQ173044.1 gg _id:139222 Pseudoalteromonas sp. str. YASM-6
FJ040186.1 gg_id:308609 Pseudoalteromonas haloplanktis str. {2
DQ537512.1 gg id:160870 Pseudoalteromonas elyakovii str. BSi20539
AF218245.1 gg id:23171 Pseudoalteromonas sp

EU365506.1 gg_id:266144 Pseudoalteromonas sp. str. BS520004
AB100883.1 gg_id:80048 Pseudoalteromonas atlantica str. H6-2-4
FN377708.1 gg_id:591491 Pseudoalteromonas sp. KBO-3

GQ406774.1 gg_id:526534 Pseudoalteromonas sp. str. PaH3.10
FJ457122.1 gg_id:511161 Pseudoalteromonas marina str. 5186
FJ200650.1 gg_id:312090 Pseudoalteromonas elyakovii str. | 84
AY646432.1 gg_id:99368 Pseudoalteromonas sp. BSw20353
EF375559.1 gg_id:205894 Pseudoalteromonas sp. str. BSw10014
DQ517869.1 gg_id:160295 Pseudoalteromonas sp. str. BSi20495
EF673279.1 gg_id:251916 Pseudoalteromonas sp. str. BSi20518
AF081498.1 gg_id:8969 Pseudoalteromonas piscicida str. Cura-d
FJ494890.1 gg_id:419752 Pseudoalteromonas sp. str. B10
DQ492719.1 gg_id:158083 Pseudoalteromonas sp. str. BSi20121
DQ517866.1 gg_id:161247 Pseudoalteromonas elyakovii str. BSi20428
FJ196018.1 gg_id:337457 Pseudoalteromonas sp. str. Z54-11
DQ537520.1 gg_id:160149 Pseudoalteromonas elyakovii str. BSi20610
AF539778.1 gg_id:84701 Pseudoalteromonas sp. str. RE2-11
F1497708.1 gg_id:570045 Pseudoalteromonas sp. str. VS-1
AF116188.1 gg_id:8932 Pseudoalteromonas elyakovii str. 022
AF297959.1 gg_id:39091 Pseudoalteromonas piscicida str. IAM12932T
DQ537517.1 gg_id:161333 Pseudoalteromonas haloplanktis str. BSi20585
AJ704790.1 gg_id:103112 Pseudoalteromonas sp. str. ws17
EU240534.1 gg_id:349996 Pseudoalteromonas viridis str. P1
AJ417594.1 gg_id:46753 Pseudoalteromonas agarivorans str. KMM 255
X82134.1 gg_id:8912 Pseudoalteromonas atlantica str. IAM 12927T
DQ537518.1 gg_id:161195 Pseudoalteromonas haloplanktis str. BSi20594

AF007.
AF082!
X9833¢
Fl4571
DQ520
DQ492
EU807
DQ492
AB457
EU330:
FJ9379
DQ173
FJ0401
DQ537
AF218:
EU365!
AB100:
FN377
GQ406
Fl4571
FJ2006
AY646¢
EF375¢
DQ517
EF673-
AF081¢
FJ4948
DQ492
DQ517
FJ1560
DQ537
AF539°
F14977
AF116:
AF297¢
DQ537
Al7047
EU240!
AJ4175
X8213¢
DQ537
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27598.9 8435.6 78954 8853.1 89019 8879.2 8564.9 9267.7 11580.5 10864.1 10457.1
35.0 461.8 1089.8 3815 1516 4878 1745 756.7 277.1 2281 2903
55.2 56.3 82.5 56.3 58.3 79.5 44.8 62.6 53.5 90.2 27.2
2241 1571.7 2133.0 26345 12093 1789.5 1655.8 2126.8 10284 3087.1 1692.3

1121.7 4517.1 38954 2868.2 3076.9 44298 25289 3149.2 36495 3954.6 2137.7

2193.8 2561.4 21722 21739 17185 22425 12179 2737.6 2404.8 2634.8 32440
371 126.6 1476 1085 76.7 277.1 47.5 2921 98.8 842.2 162.1
65.1 1890.5 2203.3 2086.1 2201.5 1994.2 13082 4237.8 2367.1 2477.8 19783

30426.1 11685.0 10810.6 11513.5 10928.7 12500.8 14132.7 10636.7 17482.3 14584.9 15392.9
299.1 3280.6 3458.1 29404 3074.7 37728 2503.7 3101.1 3506.8 6756.5 4288.1
279.6 35238 6156.2 27235 2365.8 22276 2286.9 3800.5 3515.3 4527.0 7370.1

10173.7 4934.7 5364.6 6060.0 48914 5288.8 5308.1 6277.9 7562.1 7872.0 6743.6

6287.1 4959.4 5343.7 55255 47572 4966.6 3755.0 6107.3 6780.2 4695.3 78353
435 1372 1236 1118 79.5 1265 536 1109 785 3171 47.2

3094.1 1797.6 2075.3 2648.6 15184 3046.3 13295 3190.8 2396.2 5503.8 1912.8

9248.3 5969.3 6039.8 6546.2 7182.7 6628.1 6642.2 6048.2 7234.6 9883.8 8461.0

4141.2 2402.6 22085 2946.0 2016.6 2656.1 2529.2 2490.7 25754 2576.5 28776

4558 2761.8 36924 41703 2110.8 40543 1612.8 42315 3847.5 64435 2684.4
47.4 1927.9 2415.6 2304.1 18227 22289 13989 3588.6 25319 2548.0 1986.2

2290.8 34324 3538.6 3982.6 3363.8 3922.8 3368.8 3385.3 38435 5226.9 47458
879 3186 507.1 4972 1741 3935 1795 7405 2025 3833 2799
1485 1164.0 13416 1551.7 923.0 14434 3748 1884.1 986.7 23387 2325.1

10762.4 5307.7 4756.1 52887 6082.4 5924.6 5801.1 5652.0 56533 7781.4 6800.7
208.7 1751.2 2408.0 2565.6 14295 2048.9 16565 2785.0 12341 3612.0 20705
143.8 230.8 2458 2953 1936 3869 1394 4128 1635 421.8 216.1

3944.5 14619 1817.0 1791.6 1664.5 2104.4 1386.7 2233.0 2294.6 4639.8 20039

2739.2 3404.1 3246.7 32747 3615.0 3734.4 3377.2 3665.1 4562.7 5167.1 2911.3

426.3 1469.0 1456.7 17823 949.4 24759 1011.2 24527 1452.6 42529 1356.6
32.9 49.0 59.3 43.0 42.7 44.8 23.6 23.2 19.9 62.9 18.3
218.8 138358 1602.9 1515.0 23986 20174 2360.1 17477 877.0 425850 13124
341.0 869.8 13443 16689 7793 1236.6 1240.7 16299 560.1 24435 904.0
§77.6 39299 4316.8 4123.1 51055 4072.7 4089.5 5225.6 4351.2 5061.9 3663.6
13101.6 53489 5230.3 5100.2 5598.7 5898.8 53554 7067.2 7781.3 83715 80135
4145 2231.0 2578.0 3143.7 2726.6 29445 25529 2842.0 25966.8 5277.0 25388
557.8 2609.4 3259.4 3804.8 37195 3838.2 2183.1 37474 35534 68%96.3 25124
163.9 2873.6 26822 2687.1 21785 2759.4 13835 3127.0 2729.0 3471.0 32823

10707.5 35459 4192.2 54242 42725 52843 5612.2 42947 6018.2 71704 7529.3
60.2 579.2 6260 421.2 4476 658.0 448.0 12274 2789 7617 865.0

3370.5 4078.8 3915.1 4738.8 3961.0 4853.0 4805.8 4401.6 3920.3 4480.1 53924

2593.9 2941.1 3590.2 3545.8 3024.0 3576.9 3352.8 3977.2 31945 6169.3 38835

29235.3 9856.1 8717.7 10552.7 9468.0 9301.8 9117.0 10020.3 10804.4 12045.3 13927.2
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8641.6 9878.8 8368.6
631.7 4884 304.1
117.6 47.7 86.3
1770.5 1750.5 850.3
3581.7 3926.7 33295
2257.5 2308.6 1376.8
1441 5621 97.7
3060.1 3011.8 2305.7

11124.1 14427.5 10622.9

44954 37519 2188.7
2846.5 2609.5 21755

5927.2 7282.8 4502.0

5679.2 5495.3 4210.9
2105 3325 76.1
2559.6 42184 2107.3

7392.1 7067.0 52918
25245 22523 24715
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3336.4 3009.3 20285
3272.0 35849 23188
423.4 5473  240.2
1387.5 15404 721.8
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532.8 517.8 2529
19589 20593.2 1214.8
3618.9 5094.5 3761.7
3113.0 2908.7 1369.7
120.0 103.7 37.2
2308.6 2377.5 13398
1492.8 1699.7 555.8

4927.3 4550.0 4214.2
6360.5 5943.1 52098.2
2977.0 3730.3 31196
3988.9 4025.8 2789.1
2938.8 2651.6 14083

44450 6222.8 50414
471.1 536.8 1644
3973.8 5327.2 4717.7
3485.5 3517.1 24817
9112.1 10042.3 7503.2
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DQ492772.1 gg_id:158527 Pseudoalteromonas sp. str. BSi20557
DQ011289.1 gg id:124110 Pseudoalteromonas byunsanensis str. FR1199
FJ457185.1 gg_id:542853 Pseudoalteromonas rubra str. 52472
AF038846.1 gg_id:8907 Pseudoalteromonas gracilis str. B9

X82136.1 gg_id:8908 Pseudoalteromonas carrageenovora str. ATCC 12662T
FJ200644.1 gg_id:336893 Pseudoalteromonas elyakovii str. C 102
AY771728.1 gg_id:141235 Pseudoalteromonas nigrifaciens 53-28
DQ492775.1 gg_id:158978 Pseudoalteromonas sp. str. BSi20576
EF584090.1 gg_id:234336 Pseudoalteromonas sp. str. VHOS1
AM110980.1 gg_id:140920 Pseudoalteromonas sp. str. 3025

AF354597.1 gg_id:19398 marine clone Arctic96B-17

DQO05900.1 gg_id:130450 Pseudoalteromonas rubra str. €312
AY864628.1 gg_id:111346 Pseudoalteromonas sp. str. U50

DQ665793.1 gg id:173097 Pseudoalteromonas elyakovii str. BSi20460
NC_007481.1 gg_id:140750 Pseudoalteromonas haloplanktis str. TAC125
AM111017.1 gg_id:140854 Pseudoalteromonas sp. str. 7015

AF218246.1 gg_id:25530 Pseudoalteromonas sp

NR_025032.1 gg_id:573650 Pseudoalteromonas ulvae str. UL12; UNSW 095600
EF551371.1 gg_id:221998 Pseudoalteromonas sp. str. BSw20507
AM111034.1 gg_id:140870 Pseudoalteromonas sp. str. 7038

FJ200648.1 gg_id:350574 Pseudoalteromonas marina str. | 17
DQ492816.1 gg_id:157558 Pseudoalteromonas sp. str. BRO03
AB257325.2 gg_id:180592 Pseudoalteromonas tetraodonis str. Do-17
EU849123.1 gg_id:348634 Pseudoalteromonas sp. str. LP621

AY682201.1 gg_id:107552 Pseudoalteromonas chazhmella str. R1I0SW10
DQ517879.1 gg_id:161373 Pseudoalteromonas elyakovii str. BSi20670
AB518970.1 gg_id:543117 Pseudoalteromonas sp. str. MB55
DQ492738.1 gg_id:158140 Pseudoalteromonas sp. str. BSi20316
AF313497.1gg id:111481 Pseudoalteromonas sp. str. A3

DQ923439.1 gg_id:187538 Pseudoalteromonas sp. W-5

AB257336.2 gg_id:182468 Pseudoalteromonas mariniglutinosa str. Do-52
AM110978.1 gg_id:140823 Pseudoalteromonas sp. str. 3023

EU330366.1 gg_id:235804 Pseudoalteromonas sp. str. BSi20411
AM111090.1 gg_id:140875 Pseudoalteromonas sp. str. 8056
AM110975.1 gg_id:140860 Pseudoalteromonas sp. str. 3020
NR_026222.1 gg _id:543735 Pseudoalteromonas nigrifaciens str. NCIMB 8614
AF045560.1 gg_id:8946 Pseudoalteromonas antarctica str. N-1
AB457051.1 gg_id:346476 Pseudoalteromonas sp. str. SB-E1

FJ200643.1 gg_id:320146 Pseudoalteromonas marina str. C 90
AJ507251.1 gg_id:59526 Pseudoalteromonas mariniglutinosa str. KMM 3635
FJ172090.1 gg_id:348422 Pseudoalteromonas sp. str. SBC7

DQ492
DQO11
F14571
AF038:
X8213¢
FJ2006
AY771;
DQ492
EF584(
AM11(
AF354!
DQOOS
AY864
DQ665
NC_00
AM11]
AF218:
NR_02
EF5517
AM11]
FJ2006
DQ492
AB257
EUS49:
AY682:
DQ517
AB518
DQ492
AF313:
DQ923
AB257
AM11(
EU330:
AM11]
AM11(
NR_02
AF045!
AB457
FJ2006
AJ5072
FJ1720
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1934 527.2 5880 6294 609.7 8084 671.7 8515 3492 8716 6548
82.4 1010.2 1488.7 1638.0 1486.6 18946 886.0 1546.1 1064.9 1852.2 1304.3
7002.5 2816.4 3122.0 32827 12636.2 45825 27347 3421.1 34753 3630.8 3848.2
34.3 51.0 63.6 30.7 46.9 45.0 27.4 25.4 23.4 55.4 15.3
2417.9 3136.5 3599.1 37925 3227.6 38278 3617.1 37126 3410.2 5752.5 3630.7
1654 738.8 1305.8 14256 456.0 1080.7 347.2 1576.2 1580.8 1055.9 1266.5
713 7501 9353 1100.6 10274 10179 8523 1318.2 6481 4892 5225
2039.0 4546.7 4361.4 5125.4 50583 5179.7 6266.0 4767.7 49488 7202.0 4348.3
550.7 8533 1044.9 17329 1050.1 1452.0 4404 1633.6 625.2 2852.0 975.0
574 1447 2558 1916 3005 2300 1957 2998 170.1 1185 1239
659.8 2696.4 2654.6 2914.6 2696.5 38015 1878.0 3054.8 3164.9 3011.8 1737.1
1806.0 3790.5 5042.0 4711.2 35763 6321.2 4338.7 46784 58935 5988.0 43155
225.7 12427 1092.7 1267.3 1413.6 20347 890.9 14121 19029 12324 13721
111.1 2010.7 2704.6 2703.4 20915 24352 16459 4662.7 1888.3 27704 2033.6
109.9 1624.2 1837.7 18525 1698.1 2071.6 1285.0 2446.6 15854 2289.6 188438
8015.4 41404 4197.0 47534 51121 4205.2 54411 44391 5793.7 5326.2 58765
2805.6 41259 4623.8 5497.5 37244 6507.8 3909.3 5524.8 3790.3 92354 4060.5
177.7 16354 1961.6 1983.3 9957 1513.7 1053.8 21135 21146 2782.0 1416.3
6261.2 2740.7 4956.5 5346.5 5505.6 6101.6 51015 6214.1 6354.2 7216.9 4615.3
546 252.0 4538 399.1 2974 4651 3333 7628 4496 669.6 3190
8554.9 48327 5001.5 5874.6 5530.1 58126 5400.3 57129 6325.8 7300.0 1357.2
2197.5 2416.2 23353 2550.8 28019 2855.0 28813 2675.1 2154.7 3670.1 20579
108.1 1581.9 2119.3 1809.1 14233 17498 7322 18383 23765 26464 2267.0
1833.2 1805.2 1567.0 1463.1 1835.2 2260.5 14493 1870.7 1851.8 32504 13784
3820.0 2997.0 2975.0 3282.3 27387 36129 3357.6 3581.8 3264.0 4613.6 3525.0
1323 1383.0 2034.6 1882.7 1204.6 1699.3 1139.2 21333 1408.6 2768.3 1538.2
275.3 38450 32824 2567.1 20705 24953 1181.8 3230.2 4912.8 4310.0 3857.9
10139 2184.3 2157.1 2128.0 2147.8 2095.7 2256.9 2015.7 26404 38075 23474
173.8 1710.3 2272.0 2263.4 19373 25793 11143 39379 28753 31680 14659.0
6453.4 38328 38421 4555.0 5029.2 4139.9 7429.0 4896.0 45489 2136.1 4648.0
38.3 21.1 32.4 34.6 23.1 20.3 315 19.2 235 24.7 25.5
65.0 810.6 1509.5 12846 1069.0 9589 869.7 1183.0 449.7 16444 6586
2135.3 1388.1 1359.7 1404.1 12474 1S816.6 12155 24236 1166.0 1842.2 1686.9
7292.2 4140.6 3048.5 4380.6 4233.6 4069.8 3754.3 37942 43352 41443 3120
316.7 1208.3 1173.2 12438 1052.1 2057.5 911.0 1669.9 1004.2 1179.6 1240.2
61.1 805.7 21046 793.6 2261 601.0 3588 1143.6 3582 207.6 3422
255473 6723.6 6060.6 6751.1 5469.6 6929.0 71449 53505 8829.7 8120.7 9001.6
4013.8 1552.7 1706.2 1685.2 1404.0 3180.2 1481.4 24921 1653.5 1540.8 12926
9127.3 7346.6 7251.1 7910.6 7123.6 75684 7923.0 7670.5 13586.6 12579.5 10044.1
41432 29149 3126.0 3203.1 3956.7 2929.9 3464.7 4242.0 5188.7 30325 22919
52.2 16.3 18.8 27.7 20.2 14.1 17.6 16.7 16.1 17.8 16.4
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1671.9
3250.1

1121
3704.0
1623.4
1753.5
5744.9
1127.8

362.3
3308.6
4412.5
1612.8
3299.2
2449.4
4774.7
6887.1
2180.3
7010.3

631.0
6748.6
2914.8
1898.1
24133
37156
2089.2
3229.0
2041.3
4148.2
3554.6

20.8
1409.2
1754.0
4603.0

774.5

886.5
6640.4
2053.9
8232.4
3511.9

17.5

785.6
1506.6
4079.4

109.0
3991.7
1718.5
1285.6
6035.4
1382.5
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4242.6
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1704.1
3292.2
2365.3
5682.3
5970.7
2293.3
6731.1

932.8
6662.2
3304.0
1650.9
2296.0
4588.8
2053.3
23591.8
2703.9
3724.1
5723.1
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1388.1
2051.0
3655.5
1654.6
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2350.5
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17.4

304.8
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3070.5
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5302.3
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1435.8
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1161.2
3801.1
3771.6
1207.1
4085.5
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5763.9
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962.9
1320.1
2523.1

596.4
2054.2
1739.3
2440.2
3691.9

18.2
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1065.6
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ED_004625A_00011069-17116



k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria
k__Bacteria k__Bacteria

p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria
p__Proteobacteria
p__Proteobacteria
p__ Proteobacteria

c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_
C_
c._
c_
C_.
C_
C_

Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria
Gammaproteobacteria

ED_004625A_00011069-17117



o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__ Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales
o__Alteromonadales

f _Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f__Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f Pseudoalteromonadaceae
f __Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f__Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f Pseudoalteromonadaceae
f __Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f__Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f Pseudoalteromonadaceae
f __Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f _Pseudoalteromonadaceae
f __Psychromonadaceae

f __Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f __Psychromonadaceae

f __Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f __Psychromonadaceae

f __Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f _Psychromonadaceae
f__Psychromonadaceae

f __Psychromonadaceae

f __Psychromonadaceae

f Shewanellaceae

ED_004625A_00011069-17118



g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g Pseudoalteromonas
g unclassified

g unclassified

g __unclassified

g unclassified

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Psychromonas

g Shewanella

ED_004625A_00011069-17119



S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_
s_.
S._
S_
S_.
S._
s_

unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

Psychromonas arctica
Psychromonas heitensis
Psychromonas ingrahamii
Psychromonas ingrahamii

unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified
unclassified

Shewanella algae

754
765
776
790
7599
810
82
851
871
88
886
917
948
955
976
977
1098
1644
271
272
6896
6344
6416
7449
6394
6454
6617
6632
6709
6831
6836
7118
7187
7208
7264
7347
7434
7523
7547
7571
6759

ED_004625A_00011069-17120



DQ642828.1 gg_id:159691 Pseudoalteromonas sp. 28

DQ665792.1 gg id:163917 Pseudoalteromonas elyakovii str. BSi20426
AM913936.1 gg_id:403449 Pseudoalteromonas sp. L232a

EU330363.1 gg_id:252092 Pseudoalteromonas sp. str. BSi20602
DQ492784.1 gg_id:158866 Pseudoalteromonas sp. str. BSi20612
AY563031.1 gg_id:100315 Pseudoalteromonas marina str. Mano4
AB049728.1 gg_id:51317 Pseudoalteromonas atlantica str. ARG6
DQ011614.1 gg id:125030 Pseudoalteromonas ganghwensis str. FR1302
FN554588.1 gg_id:566577 Pseudoalteromonas sp. str. HL4
AM111074.1 gg_id:140761 Pseudoalteromonas sp. str. 8039
FJ425222.1 gg id:367067 Pseudoalteromonas sp. str. K1-14
AF173963.1 gg_id:18661 Pseudoalteromonas atlantica str. KT0910
DQ787199.1 gg_id:165819 Pseudoalteromonas arctica str. 37-1-2
DQ492758.1 gg id:157718 Pseudoalteromonas sp. str. BSi20343
AM111078.1 gg_id:140967 Pseudoalteromonas sp. str. 8043

AF043742.1 gg_id:22902 Pseudoalteromonas distincta str. KMM 638T; ATCC700518

DQ642
DQ665
AMS]:
EU330:
DQ492
AY563(
ABO49’
DQO11
FN554!
AM111]
Fl4252
AF173¢
DQ787
DQ492
AM111]
AF043°

FJ202088.1 gg_id:326316 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata kFJ2020
EU050781.1 gg_id:246147 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 02 66 EUO50
FJ403097.1 gg_id:359108 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat F14030

EU930871.1 gg_id:342076 Pseudoalteromonas sp. str. KDW4
EF101548.1 gg id:192719 Psychromonas arctica str. KOPRI124930

AB365349.1 gg_id:275002 Psychromonas heitensis str. 04HE-4-40 (= MBIC 08331)

NZ_AAQS01000017.1 gg_id:160611 Psychromonas ingrahamii str. 37
U14582.1 gg id:9115 gas vacuolate str.90-P<gv>1

EU930!
EF101°
AB365:
NZ_AA
U1458:

AJ969456.1 gg_id:157483 Microbial black smoker s Mid Atlantic Ridge ecological implications rock fragments ct AJ9694

AF374385.1 gg_id:38990 Psychromonas arctica str. Pull 5.3
AY548987.2 gg_id:99098 marine bone clone sacC3D3

U85849.1 gg _id:9117 Psychromonas sp. str. IC004

AB304804.1 gg_id:236309 Psychromonas sp. str. JAMM 0394
DQO09471.1 gg_id:126016 bacterioplankton clone SPOTSMAY03 890m29
AB374544.1 gg_id:264272 Psychromonas sp. str. J42-3A

U73722.1 gg _id:9120 gas vacuolate str. 174

DQ027056.1 gg_id:133700 Psychromonas sp. str. CNPT3

AB304807.1 gg_id:252707 Psychromonas sp. str. JAMM 0700
AY167326.1 gg_id:81340 Psychromonas sp. str. ANT9265

AJ519627.1 gg_id:76528 uranium mill tailings soil clone Sh765B-TzT-48
AF235108.1 gg_id:71948 Alteromonas sp. str. KT1114

DQ530480.1 gg_id:166114 Psychromonas sp. str. gape-82

AJ416756.1 gg_id:25724 Psychromonas profunda str. 2825

AF374:
AY548¢
u8584
AB304
DQO09
AB374!
u7372
DQ027
AB304
AY167:
AJ519¢
AF235:
DQ530
AJ4167

FM994680.1 gg_id:561093 gill and deep-sea limpet Pectinodonta sp. digestive tract host on sunken wood deptl FM9%4

EF542799.1 gg_id:224364 Shewanella algae str. YJ06114

EF5427
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DQ883817.1 gg_id:164354 Shewanella algae 62
AB205568.1 gg_id:114235 Shewanella colwelliana str. Q14

NR_028672.1 gg _id:545987 Shewanella amazonensis str. SB2B; ATCC 700329

CP000507.1 gg_id:197258 Shewanella amazonensis str. SB2B

NC 009665.1 gg_id:255230 Shewanella baltica str. 05185
AJ006084.1 gg_1d:9079 Shewanella massilia

AJ000215.1 gg_id:9075 Shewanella baltica 0S155

CP000753.1 gg_id:243101 Shewanella baltica str. 05185
CP001252.1 gg_id:527695 Shewanella baltica str. 05223
NC_009997.1 gg_id:238077 Shewanella baltica str. 05195
CP000753.1 gg_id:243102 Shewanella baltica str. 05185

NC _009665.1 gg_id:255225 Shewanella baltica str. 05185
CP000563.1 gg_id:216084 Shewanella baltica str. 05155
CP000753.1 gg_id:243099 Shewanella baltica str. 05185
AJ000216.1 gg_id:9076 Shewanelia baltica 0S$195

CP000563.1 gg_id:216083 Shewanella baltica str. 05155
NZ_AAI001000004.1 gg_id:131070 Shewanella baltica str. 05155
AB183498.1 gg_id:101453 Shewanella sp. str. T3607

AJ567615.1 gg_id:88337 deep-sea sediment clone MBAE94
AB183512.1 gg id:101788 Shewanella sp. str. T5302

AB183493.1 gg_id:100644 Shewanella sp. str. 33H2

CP000302.1 gg_id:156979 Shewanella denitrificans str. 05217
AY771713.1 gg_id:137368 Shewanella frigidimarina str. S2-60
CP000447.1 gg_id:170610 Shewanella frigidimarina str. NCIMB 400
CP000931.1 gg_id:270485 Shewanella halifaxensis str. HAW-EB4
DQ011269.1 gg id:119691 Shewanella hanedai str. ATCC 33224
AB201780.1 gg_id:138170 Shewanella kaireiae str. ¢952
NC_009092.1 gg_id:212575 Shewanella loihica str. PV-4

NC 009092.1 gg_id:212572 Shewanella loihica str. PV-4
AB081762.1 gg_id:55880 Shewanella sairae str. SM2-1

NC 004347.1 gg_id:141355 Shewanella oneidensis str. MR-1

NC 004347.1 gg _id:141641 Shewanella oneidensis str. MR-1
AF145921.1 gg_id:9077 Shewanella japonica str. KMM 3299
CP000851.1 gg_id:249615 Shewanella pealeana str. ATCC 700345
NC 011566.1 gg_id:360003 Shewanella piezotolerans str. WP3
NC 011566.1 gg_id:360008 Shewanella piezotolerans str. WP3
AB081761.1 gg_id:60926 Shewanella schlegeliana str. HRKC24
CP000821.1 gg_id:253801 Shewanella sediminis str. HAW-EB3
NC _009831.1 gg_id:246709 Shewanella sediminis str. HAW-EB3
AF136392.1 gg_id:137029 Shewanella sp. str. ANA-3
NZ_AAUO001000015.1 gg_id:183742 Shewanella woodyi str. ATCC 51908

DQS883
AB205
NR_02
CP0OOO!
NC_00
AJOOGC
AJ0O002
CPOOO"
CPOO1.
NC_00
CPOOO’
NC_00
CPOOO!
CPOOO"
AJ0O003
CP0OOO!
NZ_AA
AB183.
AJ567¢
AB183
AB183.
CPOOO:
AY771
CPOOO:
CPOOO!
DQO11
AB201
NC_00
NC_00
ABO81
NC_00
NC_00
AF145
CPOOO!
NC_01
NC_01
ABO81
CPOOO!
NC_00
AF136:
NZ_AA
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7273.2 3297.6 42246 41369 2592.8 61539 23951 49351 43875 8570.1 35295
1640.8 3923.6 45339 4867.2 4620.5 5371.1 4147.2 51787 5361.7 7801.1 3967.7
12620.3 4394.6 4975.0 5652.2 5513.6 5462.3 45315 6041.6 4605.1 6567.7 6419.2
1363.9 2245.7 2247.7 24142 22647 29229 16405 3381.7 1850.7 3307.0 22276
418.6 2743.2 32259 3392.7 25139 3589.0 1595.7 4481.8 24473 3865.2 21123
76.0 1005.0 13759 13985 814.8 1806.7 425.6 205919 1284.8 2853.9 8575
131.1 1608.1 26214 27816 974.0 31135 633.7 20294 19059 5007.6 1393.3
260.7 30945 32336 3028.1 2382.2 41352 13955 43319 2886.1 5992.4 20994
1690.8 4607.0 4873.9 5635.0 5793.9 5279.5 5107.7 5486.4 44859 5961.5 4500.2
1859.1 3538.7 3775.7 4052.7 32785 42246 29419 53183 3216.2 37281 297138
2547.6 5875.1 6966.8 7879.1 6468.0 7531.5 5409.1 7561.4 6989.7 10026.2 6407.5
297.7 2066.4 2112.8 21041 12836 2667.1 9729 37555 13730 23855 1167.7
457.9 2614.6 3148.8 37180 28952 36079 2076.5 3926.9 2886.2 4720.7 2826.3
1701.4 5014.3 5599.9 6314.3 6160.8 6323.6 50325 6426.9 4643.8 7124.2 4486.5
1678.1 3074.1 3485.0 4104.0 3560.8 4062.9 3033.2 4272.7 129789 3348.7 3364.2
304.5 25489 2727.2 3028.8 34146 2917.0 2780.0 3002.0 2148.1 3681.6 2008.8
290.0 24015 2689.4 29354 3313.7 30388 2769.1 3528.6 2100.9 3119.1 19435
42.2 9758 1568.2 1607.3 17179 20985.2 9376 1701.9 1049.1 3599.0 9635
4126.1 1347.0 989.2 15923 1271.0 1509.9 1398.6 1458.1 1438.1 12348 1057.9
34524.4 10421.6 10013.9 11814.6 12786.5 10101.0 13107.5 9665.1 14863.5 12170.9 13402.2
2181.9 1305.2 1521.9 1668.8 1410.8 1735.2 1426.2 2592.6 1651.8 8584 17143
84.6 5503 5645 4824 7616 663.6 448.2 6943 2404 251.7 2378
538.1 2060.9 1766.4 25383 2677.2 25584 2169.7 2546.5 1718.1 3347.1 1850.2
563.6 2620.3 2578.3 3395.8 3137.6 3108.8 2829.4 3563.0 2427.6 36415 24205
254.4 2528.1 2407.7 2558.8 22304 3306.1 1403.3 28399 2898.7 4564.1 17488
545.6 3421.4 3836.7 4104.2 4362.0 4014.7 4112.0 4790.3 3305.1 4685.1 36089
513.8 2266.7 2470.8 27282 1301.9 3604.9 1019.3 36143 21913 6044.8 17999
33445 20849 23883 2683.3 2191.7 2383.3 26111 2683.2 2633.8 3414.1 2029.1
4038.1 4190.7 5189.0 58183 3811.2 4405.7 4730.3 5411.8 3487.3 5876.8 43213
533.7 3658.7 3512.0 3726.4 3461.2 43281 2381.6 3581.0 4281.4 4360.2 25685
2628.1 4679.6 4776.3 5359.0 46483 49348 44369 6314.6 54471 5076.2 5362.8
188.2 2922.8 3269.3 3367.4 28454 3305.7 2829.7 54444 3742.0 4806.3 2683.8
4615.0 2006.1 2836.5 2709.8 3888.6 2739.8 2698.4 2701.0 2801.8 1497.0 24795
267.4 36169 3361.3 33854 3119.7 41122 21452 34979 43117 4330.0 22156
1045.3 2195.7 2530.7 2718.7 18389 3811.1 14241 3654.1 2527.8 72190 2183.0
884.1 4263.9 47953 5096.9 42345 6507.1 3120.9 6807.4 4698.2 11853.1 4397.8
101.6 1499.4 1548.2 15455 5337 19939 247.0 2796.1 1005.1 2817.7 840.
1000.6 3587.9 4420.3 4927.0 5002.0 42459 49284 5292.5 39993 67745 39227
6221.0 4%41.5 5042.7 55235 5131.2 5013.1 6016.5 5269.8 5715.6 5888.0 49954
16223.2 5307.0 48209 5890.1 7695.2 6664.2 54164 5526.2 6290.8 5032.6 5706.6
3441.3 34338 3619.7 4039.9 29085 3653.1 2968.2 4073.7 2758.8 6296.1 30354
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4757.8 6804.4 2852.8
5207.9 6078.6 4151.2
5235.9 8177.7 4576.2
3143.9 4278.2 3329.8
5015.0 4119.5 2767.6
24523 19327 8624
2868.1 2183.0 989.7
4461.0 3633.1 20545
6603.1 5126.6 4871.8
6074.0 49829 3830.0
8953.5 8757.5 6794.2
38934 32604 19221
4732.4 3534.8 2601.8
8129.0 6455.1 5350.3
5187.8 37429 3210.2
3515.8 2949.2 27983
4287.3 3380.1 2900.7
1677.3 1353.0 5885
1309.5 1869.2 1150.3
10233.8 11157.6 10023.3
2628.9 2960.6 1975.1
6975 8832 5520
2589.1 3250.1 19427
35324 4188.4 2572.6
3032.1 3624.0 1469.8
4116.7 5328.9 31431
3965.9 4463.2 24920
2986.9 3116.9 18875
5134.6 4650.2 2829.3
4100.3 4399.6 2001.7
6424.5 6794.8 4559.8
5008.1 5294.7 3508.2
2178.2 3028.1 1895.7
3790.6 44053 22354
4190.4 4671.1 2727.1
6972.4 7485.5 5050.1
2533.3 26258 9694
4821.4 5338.9 344438
5092.4 5914.8 4056.9
5377.6 6335.1 5652.8
3747.4 3509.9 2363.2
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NZ_AAUO001000025.1 gg_id:174000 Shewanella woodyi str. ATCC 51908
U91551.1 gg_id:9106 Shewanella putrefaciens str. NCIMB 12577
AF530149.1 gg_id:61112 Shewanella gelidimarina str. MGP-71
AF005255.1 gg_id:9108 Shewanella putrefaciens str. MR-30

AF170300.1 gg_id:70300 Shewanella putrefaciens str. IR-1

DQO10165.1 gg_id:119545 Shewanella sp. str. HN-41

FJ952791.1 gg_id:372983 Shewanella sp. str. 3tb16

AF039055.1 gg_id:9060 Shewanella oneidensis str. SP-22

AY902211.1 gg id:113783 Shewanella sp. str. BR2

AM269901.1 gg_id:159850 Shewanella sp. str. ES-5

AM180742.1 gg_id:146524 Shewanella gaetbuli UL19

DQ537513.1 gg_id:161502 Shewanella frigidimarina str. BSi20544
NR_025794.1 gg_id:561965 Shewanella aquimarina str. SW-120; KCCM 41821
NC 009831.1 gg _id:246711 Shewanella sediminis str. HAW-EB3
DQ325517.1 gg_id:148004 Shewanella sp. str. 62

EF105398.1 gg_id:175874 Shewanella sp. str. [E9-3

AF022402.1 gg_id:9027 Shewanella sp. ANG.209 str. ANG.strain 209 ANG.209
DQ677025.1 gg id:173087 Shewanella sp. I1so-W8

AB205571.1 gg_id:113604 Shewanella putrefaciens str. T147
EF584058.1 gg id:234701 Shewanella sp. str. HES

AF189696.1 gg_id:111615 Shewanella sp. str. BC47

DQ665797.1 gg_id:173544 Shewanella frigidimarina str. BSi20542
EU979479.1 gg_id:352968 Shewanella sp. str. CRO7-A1

AF039056.1 gg_id:9061 Shewanella oneidensis str. SP-32

FJ497707.1 gg_id:589412 Shewanella sp. str. VS-7

AY170369.1 gg_id:69583 Shewanella fidelis str. KMM 3589

DQ307731.1 gg_id